BLAST score 

E value 

Match length 

% identity 

NCBI Description 



361 

5.0e-34 

222 

38 

(AP000003) 450aa long hypothetical fmu protein [Pyrococcus 
horikoshii] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285566 

169061_1.R1011 

uC-zmflb73244bl0b2 

BLASTX 

g2244965 

526 

l.Oe-53 

175 

61 

(Z97340) unnamed protein product [Arabidopsis thaliana] 
285567 

169092_1.R1011 

pwr700450058.h2 

BLASTX 

g3775993 

193 

l.Oe-15 

76 
66 

{AJ010460) RNA helicase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285568 

169095_1.R1011 

uC-zmflb73244d08b2 

BLASTX 

g2829887 

266 

4.0e-23 

141 

38 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



285569 

169114_1.R1011 
uC-zmflmol7181dl0bl 



Seq. No. 

Contig ID 
5 '-most EST 



285570 

169178_1.R1011 
uC-zmflb73245b07al 



Seq. No. 
Contig ID 
5 '-most EST 



285571 

169212_1.R1011 
uC-zmflmol7279gl0al 



Seq. No. 
Contig ID 
5 '-most EST 



285572 

169212_2.R1011 
uC-zmflb73260ellal 



Seq. No. 



285573 



39793 



Contig ID 
5 '-most EST 



169249__1.R1011 
uC-zmflb73245f07al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



285574 

169252_1.R1011 

wyr700238585.hl 

BLASTX 

g3287695 

678 

2.0e-71 

157 
79 

(AC003979) 
gb_1729503 
thaliana] 



Similar to hypothetical protein C34B7,2 
from C. elegans cosmid gb_Z83220. [Arabidopsis 



285575 

169258_1.R1011 
uC-zmflb73245g02al 



285576 

169270_1.R1011 

dyk700105576.hl 

BLASTX 

g731675 

447 

2.0e-44 

165 

52 

HYPOTHETICAL 80 
>gi__626631_pir 



7 KD PROTEIN IN ERG7-NMD2 INTERGENIC REGION 
S4 6811 hypothetical protein YHR074w - yeast 
(Saccharomyces cerevisiae) >gi_500832 (U10556) Yhr074wp 
[Saccharomyces cerevisiae] 

285577 

169273__1.R1011 
uC-zmflb73245gl2al 

285578 

169287_1,R1011 
uC-zmflb73245hl0al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



285579 

169304_1.R1011 

uC-zmrob73006a02al 

BLASTX 

g4490738 

234 

2.0e-19 

74 

54 

(AL035708) putative protein [Arabidopsis thaliana] 
285580 

169310_1.R1011 
uC-zmflmol7399a03al 



39794 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285581 

169320_1,R1011 

fwa700101412.hl 

BLASTX 

g3608127 

400 

7.0e-39 

144 
54 

{AC005314) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



285582 

169348_1.R1011 
uC-zmflmol7033f07al 



Seq. No. 
Contig ID 
5 '-most EST 



285583 

169363_1.R1011 
cat700020148.rl 



Seq. No. 

Contig ID 
5 '-most EST 



285584 

169372_1.R1011 
uC-zmflb7324 6g07b3 



Seq. No. 

Contig ID 
5 '-most EST 



285585 

169418_1.R1011 
uC-zmflb73247f02a2 



seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285586 

169419_1.R1011 

uC-zmflmol7302g08al 

BLASTX 

g3805853 

545 

l.Oe-55 

148 

68 

(AL031986) putative protein [Arabidopsis thaliana] 



Seq. No, 

Contig ID 
5 '-most EST 



285587 

169424_1.R1011 
uC-zmflb73247flla2 



Seq. No. 
Contig ID 
5 '-most EST 



285588 

169473_1.R1011 
uC-zmflmol7141e09al 



Seq. No, 

Contig ID 
5 '-most EST 



285589 

169540__1.R1011 
uC-zmflb73249hllb3 



Seq. No. 

Contig ID 
5 '-most EST 



285590 

169555_1.R1011 
uC-zmflmol7328f06al 



Seq. No. 

Contig ID 
5 '-most EST 



285591 

169556_1.R1011 
uC-zmflmol7247f08al 



39795 



Seq. No. 
Contig ID 
5 '-most EST 



285592 

169559_1.R1011 
uC-zmflb73250blla2 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



285593 

169565_1.R1011 
uC-zmflb73268g04al 

285594 

169586__1.R1011 
uC-zmromol7031e07al 



Seq. No. 
Contig ID 
5 '-most EST 



285595 

169588_1.R1011 
uC-zmflb73250f03a2 



Seq. No. 

Contig ID 
5 '-most EST 



285596 

169596^1. RlOll 
uC-zmflb73250fl2a2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285597 

169643_1.R1011 

pmx700089217.hl 

BLASTX 

g2262107 

792 

8,0e-85 

161 

90 

(AC002343) Ser/Thr protein kinase isolog [Arabidopsis 
thaliana] 



l.RlOll 
3196204. hi 

136 

L2 



285598 
169694 
cjh700l 
BLASTX 
g45824: 
174 

3.0e-i: 
82 
51 

(AC007196) unknown protein [Arabidopsis thaliana] 



285599 

169715_1.R1011 

uC-zmflb73252c03b3 

BLASTX 

g2494736 

819 

9.0e-88 

249 

65 

GLUCOSE INHIBITED DIVISION PROTEIN 
>gi_1001595_dbj_BAA10223_ (D64000) 
division protein A [Synechocystis 



glucose inhibited 
sp. ] 



39796 



Seq. No* 


285600 


Ponl" "i a T D 




5 '-most EST 


gct701175682.hl 


Seq. No. 


285601 






5 '-most EST 


uC-zmfIb73252g04b3 


Seq. No. 


285602 


Contig ID 


169775 l.RlOll 


5 '-most EST 


uC-zmrob73055f02al 


Seq. No. 


285603 


Contig ID 


169780 l.RlOll 


5 '-most EST 


uC-2mflb73253c03al 


Method 


BLASTX 


NCBI GI 


gl353193 


BLAST score 


502 


E value 


7.0e-51 


Match length 


99 


% identity 


97 


NCBI Description 


0-METHYLTRANSFERASE 



Seq. No. 
Contig ID 
5 '-most EST 



P4 (OMT) >gi_54218 6_pir JQ22 68 

0-methyltransferase {EC 2.1.1.-) - maize >gi_404070 
{L14063) 0-methyltransferase [Zea mays] 

285604 

169783_1.R1011 
uC-2mflmol7125bl2al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285605 

169788_1.R1011 

uC-zmflb7 3253d02al 

BLASTX 

g2642448 

174 

2.0e-12 

39 

90 

(AC002391) hypothetical protein [Arabidopsis thaliana] 
>gi_3169187 (AC004401) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



285606 

169792_1.R1011 
uC-zmflb73271a03al 



Seq. No. 
Contig ID 
5 '-most EST 



285607 

169802_1.R1011 
vux700159743.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



285608 

169839_1.R1011 

uC-zmflb73254c05al 

BLASTX 

g2832717 

298 

3.0e-27 



39797 



Match length 

% identity 

NCBI Description 

Seg. No. 
Contig ID 
5 '-most EST 



64 
91 

(AJ003114) alkaline/neutral invertase [Lolium temulentum] 
285609 

169840_1,R1011 
uC-ziriflmol7118dl0al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



285610 

169861_1.R1011 

uC-zmflb73254h01al 

BLASTX 

g4455302 

403 

2.0e-39 

89 

82 

(AL035528) putative protein [Arabidopsis thaliana] 
285611 

169910_1.R1011 
uC-zmflb73255c06al 



Seq. No. 

Contig ID 
5 '-most EST 



285612 

169915_1.R1011 
uC-zmflmol7217e08al 



Seq. No. 

Contig ID 
5 '-most EST 



285613 

169935_1.R1011 
uC-zmflmol7 057c05al 



Seq. No. 

Contig ID 
5 '-most EST 



285614 

169944_1.R1011 
uC-zmflmol7 399d03al 



Seq. No. 

Contig ID 
5 '-most EST 



285615 

169977_1.R1011 
uC-zmflmol7328a03al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 
5 '-most EST 



285616 

170028_1.R1011 

vux700161243.hl 

BLASTX 

g2062167 

174 

6.0e-13 

94 
43 

(AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 

285617 

170038^1. RlOll 
afb700380858.hl 



Seq. No. 

Contig ID 



285618 

170061 l.RlOll 



39798 



5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



uC-2mflb73257clla2 
285619 

170063_1.R1011 
uC-zmromol7 007cl0al 

285620 

170065_1.R1011 
uC-zmflb73257d01a2 

285621 

170067_1.R1011 

uC-zmflb73257d02b3 

BLASTX 

g4455363 

180 

3.0e-13 

54 

61 

(AL035524) Medicago nodulin 
thaliana] 

285622 

170099_1,R1011 
ntr700073484.hl 

285623 

170129_1.R1011 
uC-zmflb732 96e09al 

285624 

170135_1.R1011 
uC-zmflmol7315b04al 

285625 

170153_1.R1011 

ymt700220320.hl 

BLASTX 

g283051 

627 

l.Oe-65 

149 

84 

RNA-directed DNA polymerase 
transposon ( fragment ) 

285626 

170184_1.R1011 
pmx700082137.hl 

285627 

170214_1.R1011 
uC-zmflmol7353g07al 

285628 

170240_1.R1011 
xsy700212579.hl 



N21-like protein [Arabidopsis 



(EC 2.7.7.49) - maize 



39799 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



285629 

170255_1.R1011 
uC-zmflmol7356hllal 

285630 

170295__1.R1011 
uC-zmflmol7010f02al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



285631 

170306_1.R1011 

uC-2mflb73259el2al 

BLASTX 

gll77022 

304 

l.Oe-27 

103 
55 

HYPOTHETICAL PROTEIN KIAA0052 
285632 

170321_1.R1011 
uC-zmflmol7311d09al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



285633 

170335_1.R1011 
uC-zmflb73273g02al 

285634 

170351_1,R1011 
uC-zmflb73260b08b2 



Seq. No. 
Contig ID 
5 '-most EST 



285635 

170358_1.R1011 
uC-zmflb73260c01al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



285636 

170361_1.R1011 

uC-zmflmol7219e08al 

BLASTX 

gl091678 

160 

l.Oe-10 

63 
44 

activator-like transposable element [Pennisetum glaucum] 
285637 

170364__1.R1011 
uC-zmflb73260c06al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



285638 

170378_1.R1011 
pmx700089624.hl 

285639 

170389 l.RlOll 



39800 



5* -most EST 


wyr700243737.hl 


Seq. No. 


285640 


Contig ID 


170395 l.RlOll 


5 '-most EST 


uC-2mflb73260e03al 


Method 


BLASTX 




rrO Oil Q C; £^ ^ 


BLAST score 


213 


E value 


5.0e-17 


Match length 


98 


% identity 


47 


NCBI Description 


(AC003680) hypothet 


Seq. No. 


285641 


Contig ID 


170426_1.R1011 


5 '-most EST 


uC-zmromol7111allal 


Method 


BLASTX 


NCBI GI 


g3894178 


iDij/-\.oi score 


J U X 


E value 


5.0e-27 


Match length 


121 


% identity 


54 


NCBI Description 


(AC005312) putative 




[Arabidopsis thalia 


Seq. No. 


285642 


Contig ID 


170489 l.RlOll 


5 '-most EST 


kem700611538.hl 


Method 


BLASTX 


NCBI GI 


g3738153 


bijAoi score 




E value 


3.0e-29 


Match length 


134 


% identity 


50 


NCBI Description 


(AL031852) putative 




specificity factor 


Seq. No. 


285643 


Contig ID 


170500 l.RlOll 


5 '-most EST 


uC-zmflb73261e03b3 


Method 


BLASTX 


NCBI GI 


g3860272 


BLAST score 


356 


E value 


l.Oe-33 


Match length 


84 


% identity 


76 


NCBI Description 


{AC005824 ) putative 



thaliana] >gi_4314399_gb_AAD15609_ 
protein [Arabidopsis thaliana] 



(AC006232) putative skdl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



285644 

170505_1.R1011 

fwa700098312.hl 

BLASTX 

g3293547 

177 

9.0e-13 



39801 



Match length 

% identity 

NCBI Description 



108 
45 

(AF072709) putative oxidoreductase [Streptomyces lividans] 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



285645 

170516_1.R1011 

tzu700201367,hl 

BLASTX 

g4263722 

393 

3.0e-38 

142 

65 

(AC006223) putative glucan synthase [Arabidopsis thaliana] 
285646 

170519_1.R1011 
uC-zmflb73261g03b3 



Seq. No. 

Contig ID 
5 '-most EST 



285647 

170523_1.R1011 
nbm700477592.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



285648 

170523_2.R1011 

uC-2mflb73261g09b3 

BLASTX 

g3702327 

207 

2.0e-16 

90 

47 

(AC005397) unknown protein [Arabidopsis thaliana] 
285649 

170530_1.R1011 
uC-zmflb7 32 61h06b3 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



285650 

170551__1.R1011 
xsy700211725.hl 

285651 

170656_1.R1011 

uC-zmflmol724 0e04al 

BLASTX 

g3080374 

154 

4.0e-10 

112 
27 

(AL022580) putative protein [Arabidopsis thaliana] 
285652 

170677_1.R1011 
uC-zmflb73263f09al 



39802 




Seq. No. 


285653 


Contig ID 


170689 l.RlOll 


5 '-most EST 


wyr700240902.hl 


Seq. No. 


285654 


Contig ID 


170707 l.RlOll 


5 '-most EST 


uC-zmflb73265bl2b4 


Method 


BLASTX 




gf± uoo \Jo / 


BLAST score 


234 


E value 


2.0e-19 


Match length 


139 


% identity 


c 
O 


NCBI Description 


(AC005936) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


285655 


Contig ID 


170719 l.RlOll 


5 '-most EST 


uC-zmflb73265d04b4 


Seq. No, 


285656 


Contig ID 


170766 l.RlOll 


5 '-most EST 


uwc700150613.hl 


Method 


BLASTX 


NCBI GI 


g3033398 


BLAbi score 




E value 


l.Oe-57 


Match length 


134 


% identity 


81 


NCBI Description 


{AC004238) putative phosphoribosylaminoimidazolecarboxamide 




formyltransf erase [Arabidopsis thaliana] 


Seq. No. 


285657 


Lont-ig ID 


1 / U / b / 1 . KlU 1 1 


5 '-most EST 


uC-zmfTb73266a01a2 


Seq. No. 


285658 


oonrig lu 


l/U/oU l.KlUll 


5 '-most EST 


gct70lT76485.hl 


Seq. No. 


285659 


uonmy ±u 


1 7 nifi 1 p 1 ni 1 

X/U/OO ±.K1UXX 


5 '-most EST 


ymt700223165.hl 


Seq. No. 


285660 


Contig ID 


170788 l.RlOll 


5 '-most EST 


wyr700242927.hl 


Seq. No. 


285661 


Contig ID 


170829 l.RlOll 


5 '-most EST 


uC-zmflb73372al2al 


Method 


BLASTX 


NCBI GI 


g4138581 


BLAST score 


583 


E value 


5.0e-60 


Match length 


149 


% identity 


37 


NCBI Description 


(X98474) mitochondrial energy transfer protein [Solanum 



39803 



tuberosum] 



Seq. No. 
Contig ID 
5 '-most EST 



285662 

170854_1.R1011 
uC-zmflmol7306f 12al 



Seq. No. 
Contig ID 
5 '-most EST 



285663 

170857__1.R1011 
xmt700263104.hl 



Seq. No. 

Contig ID 
5 '-most EST 



285664 

170858_1.R1011 
rvt700548662.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



285665 

170865_1,R1011 
wty700172323.hl 

285666 

170873_1.R1011 

uC-zmflb73266fl0a2 

BLASTX 

g2864625 

285 

2.0e-25 

141 

52 

{AL021811) putative protein [Arabidopsis thaliana] 
285667 

170908_1.R1011 

uC-2mflb73266hlOb2 

BLASTX 

g4585991 

462 

8.0e-53 

137 

69 

(AC005287) very similar to mouse Dhml and Dhm2 [Arabidopsis 
thaliana] 

285668 

170992_1,R1011 
xmt700258589.hl 



Seq. No. 

Contig ID 
5 '-most EST 



285669 

170995_1.R1011 
uC-zmflb73267fl2al 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



285670 

170999_1.R1011 

xsy700211573.hl 

BLASTX 

g4587579 

214 

4.0e-17 

89 



39804 



% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



55 

{AC006550) F10O3.1 [Arabidopsis thaliana] 
285671 

171015_1,R1011 
uC-zmflb73267h07b2 



Seq. No. 

Contig ID 
5 '-most EST 



285672 

171023_1.R1011 
uC-zmflb73267h09al 



Seq. No. 
Contig ID 
5 '-most EST 



285673 

171033_1.R1011 
uC-zmflb73268b01al 



Seq. No. 
Contig ID 
5 '-most EST 



285674 

171045_1.R1011 
uC-zmflb73268c05al 



Seq. No. 
Contig ID 
5 '-most EST 



285675 

171047__1,R1011 
uC-zmflmol7249bl2al 



Seq. No. 
Contig ID 
5 '-most EST 



285676 

171087_1.R1011 
uer700582714.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



285677 

171107_1.R1011 

uC-zmflb73269bl2al 

BLASTX 

g4584547 

199 

3.0e-15 

60 
60 

(AL049608) potassium transporter-like protein [Arabidopsis 
thaliana] 

285678 

171148_1.R1011 

uC-zmflmol734 6a09al 

BLASTX 

g2723471 

266 

4.0e-23 

79 

70 

(D87819) sucrose transporter [Oryza sativa] 
285679 

171187__1.R1011 
uC-zmflb73365dl0al 



Seq. No. 
Contig ID 
5 '-most EST 



285680 

171197_1.R1011 
rvt700549094.hl 



39805 



Seq. No. 
Contig ID 
5 • -most EST 



285681 

171236_1.R1011 
uC-zrrLflb73271d01al 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 
5 '-most EST 



285682 

171270_1.R1011 
uC-zmflb73271g05al 

285683 

171272_1.R1011 
uC-zmflmol7341h06al 

285684 

171277_1.R1011 
xmt700258758.hl 



Seq. No. 
Contig ID 
5 '-most EST 



285685 

171309_1.R1011 
uC-zmflb73272c06al 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



285686 

171311_1.R1011 

uC-zmflb73272c0 9al 

BLASTX 

g4490317 

301 

4,0e-27 

131 
48 

{AL035678) putative protein [Arabidopsis thaliana] 
285687 

171334_1.R1011 

uC-zmflb73272f01al 

BLASTX 

g2654870 

730 

2.0e-77 

144 

93 

{AF015302) RbohAOsp [Oryza sativa] 
285688 

171365__1.R1011 
uC-zmflb7 3273a02al 



Seq. No, 
Contig ID 
5 '-most EST 



285689 

171370_1.R1011 
uC-zmflb7 3355e07al 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



285690 

171378_1.R1011 

uC-zmflb7 3273b05al 

BLASTX 

g3250675 

343 



39806 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



3.0e-32 

152 

45 

(AL024486) 



putative protein [Arabidopsis thaliana] 



285691 

171383_1.R1011 
uC-zmflmol7209d01al 



Seq. No. 
Contig ID 
5 '-most EST 



285692 

171383_2.R1011 
uC-2mflb73273bl2al 



Seq. No. 
Contig ID 
5 '-most EST 



285693 

171418__1.R1011 
uC-zmflb73273fl2al 



Seq. No. 

Contig ID 
5 '-most EST 



285694 

171436__1,R1011 
uC-zmflb73274a01al 



Seq. No. 
Contig ID 
5 '-most EST 



285695 

171454_1.R1011 
uC-zmflb73274b09al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



285696 

171471_1.R1011 

uer700581956.hl 

BLASTX 

g4140691 

147 

4.0e-09 

95 
29 

(AF101972) zeatin 0-glucosyltransf erase [Phaseolus lunatus] 
285697 

171484_1.R1011 
uC-zmflb73274e08al 



Seq. No. 

Contig ID 
5 '-most EST 



285698 

171530_1.R1011 
uC-zmflmol7012d01al 



Seq. No, 
Contig ID 
5 '-most EST 



285699 

171538_1.R1011 
uC-zmflb73303d08a2 



Seq. No. 

Contig ID 
5 '-most EST 



285700 

171547_1.R1011 
uC-zmflmol7300c04al 



Seq. No. 

Contig ID 
5 '-most EST 



285701 

171573__1.R1011 
cat700G20973.rl 



Seq, No. 



285702 



39807 



Contig ID 
5 '-most EST 



171582__1.R1011 
uC-zmflb73276bl2al 



Seq. No. 

Contig ID 
5 '-most EST 



285703 

171616_1.R1011 
uC-zmflb73345e07a2 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



285704 

171623_1.R1011 
uC-zmflb73276g07al 

285705 

171625_1.R1011 
uC-zmflb73333e0 9al 



Seq. No. 
Contig ID 
5 '-most EST 



285706 

171630_1.R1011 
uC-zmflmol7018a03al 



Seq. No. 
Contig ID 
5 '-most EST 



285707 

171639_1.R1011 
uC-2mflb73277b08al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



285708 

171654_1.R1011 

nbm700468443.hl 

BLASTN 

g3821794 

40 

6.0e-13 

72 

89 

Zea mays gene encoding protein kinase CK2 alpha subunit 
285709 

171664_1.R1011 

uC-2mflb73277g09bl 

BLASTX 

g585451 

152 

2.0e-10 

36 

78 

MALATE OXIDOREDUCTASE (NAD), MITOCHONDRIAL 62 KD ISOFORM 

PRECURSOR (MALIC ENZYME) (ME) (NAD- DEPENDENT MALIC ENZYME) 

(NAD-ME) >gi_107 6667__pir B53318 malate dehydrogenase 

(decarboxylating) (EC 1,1.1.39) 62K chain precursor, 

mitochondrial - potato >gi_43824 9_emb_CAA80559_ (Z23023) 

malate dehydrogenase [Solanum tuberosum] 

285710 

171690_1.R1011 
uC-zmflb73278b02a2 



Seq. No. 
Contig ID 
5 '-most EST 



285711 

171695_1,R1G11 
uC-zmflmol7334e02al 



39808 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



285712 

171698_1.R1011 
uC-zmflb73278blla2 

285713 

171714_1.R1011 

uC-zmflb73278d06a2 

BLASTX 

g2696227 

248 

4.0e-21 

58 
76 

(D55711) chitinase [Oryza sativa] 
285714 

171717__1.R1011 

uC-zmflb73278dl2a2 

BLASTX 

g2979555 

182 

2.0e-13 

100 
43 

(AC003680) unknown protein [Arabidopsis thaliana] 
285715 

171718_1.R1011 
uC-zmrob73062e05al 



Seq. No. 

Contig ID 
5 '-most EST 



285716 

171734_1.R1011 
uC-zmflb73278f07a2 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



285717 

171742_1.R1011 
uC-zmflb73278g05a2 

285718 

171770_1.R1011 
cyk700047560.fl 

285719 

171775_1.R1011 
uC- zmf lb7 32 7 9b0 8a2 



Seq, No. 

Contig ID 
5 '-most EST 



285720 

171775_2.R1011 
hbs701185383.hl 



Seq. No. 

Contig ID 
5 '-most EST 



285721 

171842_1.R1011 
uC-zmflb73280a08al 



Seq. No. 
Contig ID 



285722 

171863 l.RlOll 



39809 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 



uC- zmf lb7 32 8 Obi 0b2 

BLASTX 

g3415115 

481 

2.0e-48 

139 

64 

(AF081202; 



villin 2 [Arabidopsis thaliana] 



285723 

171913__1.R1011 
uC-zinflb73280e05al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285724 

171924__1.R1011 

pmx700086545.hl 

BLASTX 

g3980254 

230 

6.0e-19 

100 
44 

(AJ006053) peroxisomal membrane protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



285725 

171931_1.R1011 
uC-zmflb73280f03al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



285726 

171938_1.R1011 
hvj700620161.hl 

285727 

171940_1.R1011 
uC-zmflb73280f08b2 



Seq. No. 

Contig ID 
5 '-most EST 



285728 

171943_1.R1011 
uC-zmflb73280fllal 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285729 

171964_1.R1011 

uC-zmflb73280h01b2 

BLASTX 

g4039155 

655 

8.0e-83 

198 
80 

(AF104258) putative copper-inducibie 35.6 kDa protein 
[Festuca rubra] 



Seq. No. 
Contig ID 
5 '-most EST 



285730 

171973_1.R1011 
uC-zmflb73280hllal 



39810 



Seq, No. 
Contig ID 
5 '-most EST 



285731 

171976_1.R1011 
uC-zmflb73280hl2b2 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



285732 

172016_1.R1011 
uC-zmflmol7001g01al 

285733 

172019__1.R1011 
xyt700346308.hl 

285734 

172036_1.R1011 
uC-zmflb73282fllal 



Seq. No. 

Contig ID 
5 '-most EST 



285735 

172052_1.R1011 
uC-zmflb73282h05al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



285736 

172053_1.R1011 

uC-zmflmol7079b07al 

BLASTX 

g4220533 

198 

2.0e-15 

78 
54 

(AL035356) putative mitochondrial uncoupling protein 
[Arabidopsis thaliana] 

285737 

172072_1.R1011 
uC-zmflb73283al0b2 



Seq. No. 
Contig ID 
5 '-most EST 



285738 

172088_1.R1011 
uC-zmflb73283bllal 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285739 

172106_1.R1011 
uC-zmflb73283d01al 

285740 

172156_1.R1011 

uC-zmflb73283fllb2 

BLASTX 

g4538929 

287 

l.Oe-25 

139 
47 

(AL04 94 83) putative nucleic acid binding protein 
[Arabidopsis thaliana] 



Seq. No. 



285741 



39811 



• 



Contig ID 
5 '-most EST 



172189_1.R1011 
uC-zmflb73283h08b2 



Seq. No* 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 



285742 

172210_1.R1011 
uC-zmflb73284bl0al 

285743 

172229_1.R1011 

sem700930274.hl 

BLASTX 

g3142300 

163 

2.0e-ll 

65 

52 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L2 9224 from S. cerevisiae. ESTs gb_R64 908 
and gb__T88158, gb_N38703 and gb_AA651043 come from this 
gene. [Arabidopsis thaliana] 

285744 

172278_1.R1011 
hbs701185506.hl 



Seq. No. 

Contig ID 
5 '-most EST 



285745 

172281_1.R1011 
uC-zmflmol7258e01al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285746 

172294_1.R1011 
uC-zmflb73285d08al 

285747 

172315_1.R1011 

uC-zmflmol7 057gl0al 

BLASTX 

g3885336 

162 

5.0e-ll 

86 

43 

(AC005623) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



285748 

172320_1.R1011 
uC-zmflmol7 330e08al 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



285749 

172331_1.R1011 

uC-zmflb73285gl0bl 

BLASTN 

g288611 

63 

9.0e-27 
151 



39812 



% identity 85 

NCBI Description Z.mays PG gene for polygalacturonase 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285750 

172423_1.R1011 

uC-zmflmol7065c09al 

BLASTN 

g483489 

240 

l,0e-132 

324 

95 

Z.mays IBPl mRNA for initiator-binding protein 



Seq. No. 
Contig ID 
5 '-most EST 



285751 

172432_1.R1011 
uC-2mflb73292bllal 



Seq. No. 
Contig ID 
5 '-most EST 



285752 

172436_1.R1011 
uC-zmflb73292c03al 



Seq. No. 

Contig ID 
5 '-most EST 



285753 

172447_1.R1011 
uC-zmflb73292d04al 



Seq. No. 
Contig ID 
5 '-most EST 



285754 

172452_1.R1011 
cat700017558.rl 



Seq. No. 

Contig ID 
5 '-most EST 



285755 

172479_1,R1011 
pmx700089573.hl 



Seq. No. 
Contig ID 
5 '-most EST 



285756 

172483_1.R1011 
uC-zmflb73303a03a2 



Seq. No. 
Contig ID 
5 '-most EST 



285757 

172498_1,R1011 
uC-zmflb73294b03al 



Seq. No. 
Contig ID 
5 '-most EST 



285758 

172503_1.R1011 
uC-zmflb73294bl0al 



Seq. No. 
Contig ID 
5 '-most EST 



285759 

172505_1.R1011 
uC-zmflb73294cG2al 



Seq. No. 

Contig ID 
5 '-most EST 



285760 

172513__1.R1011 
wyr700238883.hl 



Seq. No. 
Contig ID 
5 '-most EST 



285761 

172561_1.R1011 
uC-zmflb7 3295a06b2 



39813 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g66009 
211 

l.Oe-17 

51 
98 

glyceraidehyde-3-phosphate dehydrogenase 
cytosolic - maize >gi_22238_emb_CAA30151_ 
(AA 1-337) [Zea mays] 



(EC 1.2.1. 

(X07156) 



12) C, 
GADPH 



Seq. No. 
Contig ID 
5 '-most EST 



285762 

172598_1.R1011 
wuj700282040.hl 



Seq. No. 
Contig ID 
5 '-most EST 



285763 

172618^1. RlOll 
uC-zmflb73295f02b2 



Seq. No. 
Contig ID 
5 '-most EST 



285764 

172620_1.R1011 
xdb700339304.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



285765 

172636__1.R1011 
uC-zmflb73295gl2b2 

285766 

172677_1.R1011 
uC-zmflmol7069bllal 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



285767 

172701_1.R1011 

uC-zmflb73296c06b2 

BLASTX 

g4544404 

147 

2.0e-09 

94 

40 

{AC007047) unknown protein [Arabidopsis thaliana] 
285768 

172739_1.R1011 

uC-zmflb73296e05b2 

BLASTX 

g4063743 

328 

2,0e-30 

136 

54 

(AC005851) hypothetical protein [Arabidopsis thaliana] 
285769 

172746_1.R1011 
uC-zmflb73296el0al 



Seq. No. 



285770 



39814 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 




172833_1.R1011 
tfd700571527.hl 

285771 

172856_1.R1011 
uC-zmflb73297el0al 

285772 

172864_1.R1011 
cat700016074.rl 

285773 

172870_1.R1011 
uC-zmflb73297g01al 

285774 

172887_1.R1011 
uC-zmflmol7331b05al 

285775 

172912_1.R1011 
uC-zmflb73298c02al 

285776 

172915_1.R1011 

uC-zmflb73298c06al 

BLASTX 

g3201627 

288 

9,0e-26 

92 
57 

(AC004669) putative SWHl 
285777 

172925_1.R1011 
uC-zmflb73298d06al 

285778 

172954_1.R1011 
uC-2mflb73298h01al 

285779 

172992_1.R1011 
uC-zmflb73299d04al 

285780 

173009_1.R1011 
uC-zmflb73299f08al 

285781 

173021_1,R1011 
uC-zmflb73299gl0al 

285782 

173065_1.R1011 
uC-zmflb73300dl0al 




ein [Arabidopsis thaliana] 



39815 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285783 

173188__1.R1011 

uC-zmflb73301e04b2 

BLASTX 

g4557273 

237 

2.0e-30 

118 
58 

aspartylglucosaminidase precursor 
>gi_l 1427 6_sp_P2 093 3_AS PG_HUMAN 

N4- (BETA-N-ACETYLGLUCOSAMINYL) -L-ASPARAGINASE PRECURSOR 
( GL YCOS YL AS PARAG I NAS E ) (AS P ART YLGL UCO SAMINIDASE) 
(N4- (N-ACETYL-BETA-GLUCOSAMINYL) -L-ASPARAGINE AMIDASE) 
(AGA) >gi_67759_pir ^MUHUGD 

N4- (beta-N-acetylglucosaminyl) -L-asparaginase (EC 3.5.1.26) 
precursor - human >gi_28534_emb_CAA39029_ (X55330) 
N4- (beta-N-acetylglucosaminyl) -L- asparaginase [Homo 
sapiens] >gi_347 60_emb_CAA39288_ {X55762) 
glycosylasparaginase precursor (AA -23 to 323) [Homo 
sapiens] 



Seq. No. 

Contig ID 
5 '-most EST 



285784 

173191_1.R1011 
uC-zmflmol7122c07al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285785 

173192_1.R1011 

tzu700204674.hl 

BLASTX 

g2160782 

501 

2.0e-96 

207 

85 

(AF001505) putative ammonium transporter OsAMTlp [Oryza 
sativa] 



Seq. No. 
Contig ID 
5 '-most EST 



285786 

173224_1.R1011 
ntr700073979.hl 



Seq. No. 
Contig ID 
5 '-most EST 



285787 

173236_1.R1011 
uC-zmflmol7247g09al 



Seq. No. 
Contig ID 
5 '-most EST 



285788 

173314_1.R1011 
uC-zmflmol7 424dl2al 



Seq. No. 
Contig ID 
5 '-most EST 



285789 

173339_1.R1011 
fwa700099535.hl 



Seq. No. 

Contig ID 



285790 

173347 l.RlOll 



39816 



5 '-most EST 



uC-zmflb73351b08al 



Seq. No. 

Contig ID 
5 '-most EST 



285791 

173354_1.R1011 
uC-zmflmol718 0f 07al 



Seq. No. 
Contig ID 
5 '-most EST 



285792 

173362_1.R1011 
uC-zmflmol7158b04al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



285793 

173385_1.R1011 

uC-zmflb73303fl2a2 

BLASTX 

gll69544 

144 

4 .Oe-09 

56 
52 

ERDl PROTEIN PRECURSOR >gi_54 1859_pir JN0901 ERDl protein 

- Arabidopsis thaliana >gi_4 97629_dbj_BAA04506_ (017582) 
ERDl protein [Arabidopsis thaliana] 

285794 

173426_1.R1011 
uC-zmflb73304e02al 



Seq. No. 
Contig ID 
5 '-most EST 



285795 

173506_1.R1011 
uC-zmflb73305e06al 



Seq. No. 
Contig ID 
5 '-most EST 



285796 

173509_1.R1011 
uC-zmflmol7 007bl0al 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



285797 

173518_1.R1011 

wen700332160.hl 

BLASTX 

gl707642 

523 

2.0e-53 

153 

65 

(Y07748) TMK [Oryza sativa] 
285798 

173531_1.R1011 
uC-zmflb73305g02al 

285799 

173535_1.R1011 
uC-zmflb73305g04b2 

285800 

173640_1.R1011 
uC-zmflmol7160h04al 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285801 

173644_1.R1011 

uC-zmflb73306f04bl 

BLASTX 

gll8103 

630 

7.0e-66 

130 

91 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) >gi_170440 
{M55019) cyclophilin [Lycopersicon esculentum] 



Seq, No. 

Contig ID 
5 '-most EST 



285802 

173661_1.R1011 
uC-zmflb73306g09al 



Seq. No. 

Contig ID 
5 '-most EST 



285803 

173670_1.R1011 
uC-zmflmol7114fllal 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285804 

173683_1.R1011 

vux700161863.hl 

BLASTX 

g541855 

427 

4.0e-42 

138 
55 

cycloartenol synthase 



(EC 5.4.99.8) - Arabidopsis thaliana 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285805 

173692_1.R1011 

ymt700221886.hl 

BLASTX 

g3482933 

513 

l.Oe-76 

186 
73 

(AC003970) Similar to cdc2 protein kinases [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



285806 

173703_1.R1011 
uC- zmf lb 73307d05bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



285807 

173715_1.R1011 

xsy700213563.hl 

BLASTX 

gl351877 

177 

9.0e-13 

85 
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% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



46 

ALCOHOL DEHYDROGENASE II >gi_82845_pir S20911 alcohol 

dehydrogenase (EC 1.1,1.1) II - yeast (Kluyveromyces 
marxianus var. lactis) >gi_2833__emb_CAA45739_ {X64397) 
Alcohol Dehydrogenase II [Kluyveromyces lactis] 

285808 

173723_1.R1011 

pmx700083166.hl 

BLASTX 

g3776003 

568 

l.Oe-58 

162 

64 

(AJ0104 65) RNA helicase [Arabidopsis thaliana] 
285809 

173727_1.R1011 

xjt700095907.hl 

BLASTX 

g3335359 

246 

5.0e-21 

86 

59 

(AC003028) unknown protein [Arabidopsis thaliana] 
285810 

173751_1.R1011 

uC-zmflmol7103hllal 

BLASTX 

g2055230 

150 

l,0e-09 

83 

47 

(AB000130) SRC2 [Glycine max] 
285811 

173761_1,R1011 
uC-zmflmol7418el0al 



Seq. No. 

Contig ID 
5 '-most EST 



285812 

173792_1.R1011 
uC-zmflmol7121al0al 



Seq. No. 
Contig ID 
5 '-most EST 



285813 

173807__1.R1011 
uC-zmflb73324b01al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



285814 

173832_1.R1011 
gwl700613634.hl 

285815 

173886 l.RlOll 



39819 



5 '-most EST 



uC-zmflmol7220d06al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285816 

173890__1.R1011 

uC-zmflb73325fl2al 

BLASTX 

g2760333 

153 

l.Oe-20 

125 
47 

(AC002130) F1N21.18 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



285817 

173900_1.R1011 
uC-zmflb73325gl2al 



Seq. No. 

Contig ID 
5 '-most EST 



285818 

173915_1.R1011 
uC-zmflmol7234g07al 



Seq. No. 
Contig ID 
5 '-most EST 



285819 

173915_2.R1011 
uC-zmflmol7133dl2al 



Seq. No. 

Contig ID 
5 '-most EST 



285820 

173935_1.R1011 
uC-2mflb73326c03al 



Seq. No. 

Contig ID 
5 '-most EST 



285821 

173948^1. RlOll 
uC-zmflmol7129b03al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285822 

173979_1.R1011 

uC-zmromol7119c08al 

BLASTX 

g2739168 

218 

l.Oe-17 

78 

50 

(AF032386) aldose-l-epimerase-like protein [Nicotiana 
tabacum] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285823 

174035_1.R1011 

uC-zmflmol7382d09al 

BLASTX 

g3367523 

154 

5.0e-10 

43 
67 

(AC004392) ESTs gb__AA728658 and gb_N95943 come from this 
gene. [Arabidopsis thaliana] 
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• 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285824 

174057_1.R1011 

uC-zmflb73333b01al 

BLASTX 

gl055162 

296 

l.Oe-26 

96 

51 

(U40029) coded for by C. elegans cDNA ykl6bl.3; coded for 
by C. elegans cDNA yk8g6.5; coded for by C. elegans cDNA 
yk8g6.3; coded for by C. elegans cDNA yk6d3.5; coded for by 
C. elegans cDNA yk6d3.3; coded for by C. elegans cDNA 
yk7el2.5; co 



Seq. No. 
Contig ID 
5 '-most EST 



285825 

174074_1.R1011 
uC-zmflb73333c06al 



Seq. No. 

Contig ID 
5 '-most EST 



285826 

174079_1.R1011 
uC-zmflmol7354gl0al 



Seq. No. 
Contig ID 
5 '-most EST 



285827 

174157_1.R1011 
uC-zmflb7 3337d01al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285828 

174201_1.R1011 

uC-zmflmol7238h09al 

BLASTX 

g4581164 

210 

9.0e-17 

91 

45 

(AC006220) putative polyprotein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



285829 

174253_1.R1011 
uC-zmflb73338f03al 



Seq. No, 

Contig ID 
5 '-most EST 



285830 

174310_1.R1011 
uC-zmflb73339dllal 



Seq. No. 
Contig ID 
5 '-most EST 



285831 

174313_1.R1011 
uC-zmflb733 65ellal 



Seq. No. 
Contig ID 
5 '-most EST 



285832 

174320__1.R1011 
uC-zmflb73378hlla2 



Seq. No. 

Contig ID 
5 '-most EST 



285833 

174321__1.R1011 
uC-2mflb73339f06al 
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Seq. No, 
Contig ID 
5 '-most EST 



285834 

174356_1.R1011 
uC-zmromol7100dlOal 



Seq. No. 
Contig ID 
5 '-most EST 



285835 

174366_1.R1011 
uC-zmflb73341d02a2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



285836 

174375_1.R1011 

uC-zmflmol7194d03al 

BLASTX 

gl223579 

189 

6.0e-14 

81 
41 

(X96481) cDNAlOl [Arabidopsis thaliana] 
285837 

174380_1.R1011 
ceu700422822.hl 



Seq. No. 
Contig ID 
5 '-most EST 



285838 

174426_1.R1011 
uC-zmflb73342c07a2 



Seq. No. 
Contig ID 
5 '-most EST 



285839 

174429_1.R1011 
uC-zmflmol7132f09al 



Seq. No. 
Contig ID 
5 '-most EST 



285840 

174463_1,R1011 
uC-zmflb73344a09a2 



Seq. No. 

Contig ID 
5 '-most EST 



285841 

174492__1.R1011 
uC-zmflb73344dl2a2 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



285842 

174497^1. RlOll 

arm700460780,hl 

BLASTX 

g4468804 

293 

2.0e-26 

117 
50 

(AL035601) putative protein [Arabidopsis thaliana] 
285843 

174513:_1.R1011 

xsy700212868.hl 

BLASTX 

g4572671 

526 
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E value 


l.Oe-53 


Match length 


176 


% identity 


59 


NCBI Description 


( 7\nc\r\C^Oi^A \ +- a -h -i r'\7n'\ ^ n nn Ant* 1 Hp* TP^mi 1 3 1" pd ion channel 

(rt.UUUD_?OT/ ljU. L, a. L X V c OyL^-L-Lv.^ j.iU.Vw^-LC^-' U-HUc; u.-lci i-c^^ ^^xia.i±±±t._i. 




[Arabidopsis thaliana] 


Seq. No. 


285844 


Contig ID 


174529 l.RlOll 


5 '-most EST 


uC-zmflb73344h09a2 


Seq. No. 


285845 


Contig ID 


174546 l.RlOll 


5 '-most EST 


uC-zmflb73345blla2 


Method 


BLASTX 




g4i 00 t5 


BLAST score 


595 


E value 


l.Oe-61 


Match length 


153 


% identity 


65 


NCBI Description 


(AL035525) putative protein [Arabidopsis thaliana] 


Seq. No. 


285846 


Contig ID 


174562 l.RlOll 


5 '-most EST 


uC-zmflb7334 5dl2a2 


Method 


BLASTX 


NCBI GI 


g2459408 


BLAST score 


231 


E value 


5 . Oe-19 


Match length 


65 


% identity 


66 


NCBI Description 


(AC002332) unknown protein [Arabidopsis thaliana] 


>gi 2924769 (AC002334) unknown protein [Arabidopsis 




thaliana] 


Seq. No. 


285847 


Contig ID 


174563 l.RlOll 


5 '-most EST 


uC-zmflb7 3345e01a2 


Method 


BLASTX 


NCBI GI 


g4337040 


BLAST score 


263 


E value 


/ ■ u e z J 


Match length 


87 


% identity 


61 


NCBI Description 


(AF124159) molybdopterin synthase sulphurylase [Arabidopsis 


thaliana] >gi 4337 042__gb_AAD18051__ (AF124160) molybdopterin 




synthase sulphurylase [Arabidopsis thaliana] 


Seq. No. 


285848 


Contig ID 


174589 l.RlOll 


5 '-most EST 


uC-zmflb7 3346a06a2 


Method 


BLASTX 


NCBI GI 


g3953458 


BLAST score 


795 


E value 


5.0e-85 


Match length 


214 


% identity 


74 


NCBI Description 


(AC002328) F20N2.3 [Arabidopsis thaliana] 
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Seq. No. 

Contlg ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



285849 

174694_1.R1011 
uC-zmflmol7290cl2al 

285850 

174719___1.R1011 

uC-zmflmol7300al0al 

BLASTX 

g3492803 

371 

3.0e-35 

88 
75 

(AJ002479) ENBPl [Medicago truncatula] 
285851 

174738_1.R1011 

uC-zmflb73348d01a3 

BLASTX 

g2642448 

192 

l.Oe-14 

98 
47 

(AC002391) hypothetical protein [Arabidopsis thaliana] 
>gi_3169187 (AC004401) hypothetical protein [Arabidopsis 
thaliana] 

285852 

174778_1.R1011 
uC-zmflb73349a01a2 

285853 

174791_1.R1011 

yyf700348186.hl 

BLASTX 

g3877252 

224 

4.0e-23 

113 

51 

(Z93382) F45G2.10 [Caenorhabditis elegans] 
285854 

174864_1.R1011 
xdb700338918.hl 

285855 

174897_1.R1011 
uC-zmflb73350f01al 

285856 

174905_1.R1011 
uC-zmflmol7306h01al 



Seq. No. 



285857 
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Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 » -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



174914_1.R1011 
uC-zmflb7 3350g07al 

285858 

174947_1.R1011 

uC-zmrob73034e02al 

BLASTX 

g294845 

1129 

l.Oe-124 

298 

70 

(L13655) membrane protein [Saccharum hybrid cultivar 
H65-7052] 

285859 

174947_2.R1011 

wty700164733.hl 

BLASTX 

g3292830 

171 

5.0e-12 

116 
41 

(AL031018) putative protein [Arabidopsis thaliana] 
285860 

175053_1.R1011 

uC-zmflmol7209e02al 

BLASTN 

g517492 

44 

3.0e-15 



Z.Mays Zm38 gene, intron 
285861 

175066_1.R1011 
uC-zmflb73412bllal 



Seq. No. 

Contig ID 
5 '-most EST 



285862 

175087__1,R1011 
sem700930222.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



285863 

175106_1.R1011 
uC-zmflb73355d01al 

285864 

175136^1. RlOll 
uC-2mflmol7010c09al 

285865 

175144_1.R1011 
uC-zmflmol7316g04al 
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Seq. No. 

Contig ID 
5 '-most EST 

Seq* No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



285866 

175160_1.R1011 
uC-zmflb73356b03a2 

285867 

175182_1.R1011 
xsy700211321.hl 

285868 

175193_1.R1011 

uC-zmflb73356e08a2 

BLASTX 

g4056490 

310 

2.0e-28 

154 

46 

(AC005896) hypothetical protein [Arabidopsis thaliana] 
285869 

175196_1.R1011 

tfd700571637.hl 

BLASTX 

g2832632 

317 

3.0e-29 

142 

54 

(AL021711) hypothetical protein [Arabidopsis thaliana] 
285870 

175273_2.R1011 
uC-zmflb73361fl2a2 

285871 

175275__1.R1011 
xyt700342623,hl 

285872 

175288_1.R1011 

uC-zmflb73359h04a2 

BLASTX 

g2826900 

648 

5.0e-68 

145 

88 

(AB004461) DNA polymerase alpha catalytic subunit [Oryza 
sativa] 

285873 

175294_1.R1011 
nbm700466826.hl 



Seq. No. 
Contig ID 
5 '-most EST 



285874 

175304_1.R1011 
uC-zmflb73360b03al 
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Seq, No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



285875 

175311_1.R1011 
uC-zmflb73360bllal 

285876 

175322_1.R1011 

uC-zmromol7017a08al 

BLASTX 

gl351762 

235 

2.0e-19 

64 

66 

HYPOTHETICAL 18.6 KD PROTEIN YCF36 >gi_1016155 
ycf36 gene product [Cyanophora paradoxal 

285877 

175334_1.R1011 
uC-zmflb73360g05al 



(U30821) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



285878 

175388_1.R1011 

pmx700086489.hl 

BLASTX 

g3402697 

384 

2.0e-37 

86 
84 

{AC004261) putative phosphatidylinositol- 4 -phosphate 
5-kinase [Arabidopsis thaliana] 

285879 

175394_1.R1011 
uC-zmflb73361d01a2 

285880 

175409_1.R1011 

uC-zmflb73361ella2 

BLASTX 

g3033393 

251 

2.0e-21 

73 
62 

(AC004238) putative phosphatidylinositol-glycan-class C 
(PIGC) [Arabidopsis thaliana] 

285881 

175422_2.R1011 
ntr700073605.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Method 



285882 

175468_1.R1011 

xyt700345564.hl 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2827715 
548 

9.0e-77 

180 

84 

(AL021684) receptor protein kinase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



285883 

175489_1.R1011 

uC-zmflb73362ella2 

BLASTX 

g4455232 

294 

2.0e-26 

150 
39 

(AL035523) putative protein [Arabidopsis thaliana] 
285884 

175524_1.R1011 
uC-zmflb73363a07al 



Seq. No. 
Contig ID 
5 '-most EST 



285885 

175558_1.R1011 
uC-zmflb73363e09al 



Seq. No. 

Contig ID 
5 '-most EST 



285886 

175569^1. RlOll 
uC-zmflb73363fl2al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285887 

175590__1.R1011 

uC-zmflb73365a07al 

BLASTX 

g3128167 

179 

4.0e-13 

74 

51 

(AC004521) hypothetical protein [Arabidopsis thaliana] 
>gi_3212874 (AC004005) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



285888 

175635_1.R1011 

uC-zmflb73410h02al 

BLASTX 

gl616659 

261 

9.0e-23 

61 

79 

(U49387) adenylosuccinate synthetase [Triticum aestivum] 
285889 

175646 l.RlOll 
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5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq, No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No, 
Contig ID 
5 '-most EST 



uC-zmflb73365gllal 
2S5890 

175653_1.R1011 
uC-zmfib73366b02al 

285891 

175667_1.R1011 
uC-zmflmol7150e03al 

285892 

175694_1.R1011 
uC-zmflb73366g03al 

285893 

175722__1,R1011 
uC-zmrob73062al2al 

285894 

175748_1.R1011 
uC-zmflb73389hl2al 

285895 

175751_1.R1011 
uC-2mflmol7206alOal 

285896 

175767_1.R1011 
uC-zmflb73367h06al 

285897 

175778_1.R1011 
xyt700346352.hl 

285898 

175806_1.R1011 
tzu700201334,hl 

285899 

175807_1,R1011 
uC-zmflb73369e05al 

285900 

175810_1.R1011 
uC-zmflb73397c09al 

285901 

175844_1.R1011 
uC-zmflb73371al2al 

285902 

175860_1,R1011 
uC-zmromol7028gl0al 

285903 

175860_2,R1011 
uC-zmrob73033bl0al 
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Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



285904 

175870_1.R1011 
xsy700217163.hl 

285905 

175878_1,R1011 

uC-zmflb73372a01al 

BLASTX 

g4262148 

214 

4.0e-17 

81 

49 

(AC005275) predicted protein of unknown function 
[Arabidopsis thaliana] 

285906 

175913_1.R1011 

uC-zmflb73372g02al 

BLASTX 

g2444180 

152 

4.0e-10 

49 

59 

(U94785) unconventional myosin [Helianthus annuus] 
285907 

175928_1.R1011 
uC-zmromol7010b09al 

285908 

175940_1.R1011 
uC-zmflb73376b05a2 

285909 

175948__1,R1011 
uC-zmflb73376f09a2 

285910 

175960_1.R1011 
uC-zmflmol7025g01al 

285911 

175975_1,R1011 
uC-zmflb73376f01a2 

285912 

175987_1,R1011 

uC-zmflmol734 0e05al 

BLASTX 

g2104529 

203 

6.0e-16 

69 
49 
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NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



(AF001308) putative hexose transporter [Arabidopsis 
thaliana] 

285913 

176002_1.R1011 
xsy700210648.hl 

285914 

176022^1. RlOll 
uC- zmf lb7 3378c05a2 



Seq. No. 

Contig ID 
5 '-most EST 



285915 

176099_1.R1011 
xdb700338067.hl 



Seq. No. 
Contig ID 
5 '-most EST 



285916 

176166_1.R1011 
uC-zmromol7102a06al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



285917 

176171_1.R1011 

uC-zmflb73380e01al 

BLASTX 

g2281090 

172 

4.0e-12 
81 

46 

(AC002333) hypothetical protein [Arabidopsis thaliana] 
285918 

176242_1.R1011 
uC-2mflb73387ellal 



Seq. No. 
Contig ID 
5 '-most EST 



285919 

176256_1.R1011 
rvt700551569.hl 



Seq. No, 

Contig ID 
5 '-most EST 



285920 

176297_1.R1011 
uC-zmflb73389dllal 



Seq. No. 

Contig ID 
5 '-most EST 



285921 

176307_1.R1011 
uC-zmflb73389fl0al 



Seq. No. 
Contig ID 
5 '-most EST 



285922 

176308_1,R1011 
uC-zmrob73024h03al 



Seq. No. 
Contig ID 
5 '-most EST 



285923 

176344_1.R1011 
uC-zmflmol7239fllal 



Seq. No. 
Contig ID 
5 '-most EST 



285924 

176348_1.R1011 
uC-2mflb73391h03al 
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Seq. No. 
Contig ID 
5 '-most EST 



285925 

176422_1.R1011 
uC-zmfib73397dl2al 



Seq. No. 

Contig ID 
5^ -most EST 



285926 

176429_1.R1011 
uC-zmflmol7304b04al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



285927 

176456_1.R1011 
uC-zmflb7 3397h06al 

285928 

176459_1.R1011 

uC-zmflmol7334g01al 

BLASTX 

g2262105 

200 

2.0e-15 

54 
65 

(AC002343) unknown protein [Arabidopsis thaliana] 
285929 

176472_1.R1011 
uC-zmflb73401b09al 

285930 

176474_1.R1011 
uC-zmflmol7122bllal 



Seq. No. 

Contig ID 
5 '-most EST 



285931 

176492_1.R1011 
uC-zmflb73401e02al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



285932 

176498_1.R1011 
uC-zmflb73401ellal 

285933 

176513_1.R1011 
yne700379012.hl 

285934 

176516_1.R1011 
uC-zmflb73418b03al 

285935 

176574_1.R1011 
uC-zmflb73403g01al 

285936 

176574_2.R1011 
gct701179421.hl 



Seq, No. 



285937 
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Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



176582_1.R1011 

uC-zmflb734 04a04al 

BLASTN 

g2623247 

39 

l,0e-12 

86 

87 

Zea mays SUl isoamylase (sugaryl) gene, complete cds 
285938 

176626_1.R1011 

uC-zmflmol7 017d05al 

BLASTX 

g2065531 

173 

3.0e-12 

62 

56 

(U7B526) endo-1, 4-beta-glucanase [Lycopersicon esculentum] 
285939 

176626_2.R1011 
hbs701181052.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



285940 

176658_1,R1011 
gwl700618019.hl 

285941 

176673_1.R1011 
uC-zmflb73405d03a2 



Seq. No. 
Contig ID 
5 '-most EST 



285942 

176698_1.R1011 
uC-zmflmol7159e07al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



285943 

176707_1.R1011 

uC-2mflmol7270g05al 

BLASTX 

g3377517 

298 

5,0e-27 

119 

50 

(AF073361) nitrate transporter NTLl [Arabidopsis thaliana] 
285944 

176753_1.R1011 
uC-zmromol7111al0al 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



285945 

176755_1.R1011 

uC-zmflmol7270gl0al 

BLASTN 

g4185305 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37 

2.0e-ll 

53 

92 

Zea mays cosmid IV.lEl 22-kDa alpha zein protein 21 
(SZ22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 

285946 

176811__1.R1011 
uC-zmflmol7248hl0al 

285947 

176819_1.R1011 

uC-zmflb73410g09al 

BLASTX 

gl890315 

150 

l.Oe-09 

44 

64 

(Y11790) peroxidase ATP25a [Arabidopsis thaliana] 
285948 

176840_1.R1011 
uC-zmflb73411b09al 

285949 

176853_1.R1011 
uC-zmflmol7203c09al 

285950 

176857_1.R1011 

uC-zmflmol7367h01al 

BLASTX 

g4544409 

399 

2.0e-38 

104 

67 

(AC006955) putative transcription factor [Arabidopsis 
thaliana] >gi_4 585920_gb_AAD25580 . 1_AC007211_2 (AC007211) 
putative scarecrow homolog [Arabidopsis thaliana] 

285951 

176858_1.R1011 

uC-zmflb73411el0al 

BLASTX 

g3650037 

293 

3.0e-36 

93 

85 

(AC005396) auxin-responsive GH3-like protein [Arabidopsis 
thaliana] 
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Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



285952 

176877_1.R1011 
uC-zmflmol7337g01al 

285953 

176967__1.R1011 
uC-zmflb73413cl0al 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



285954 

176976_1.R1011 

uC-zmrob73051h02al 

BLASTN 

g2224845 

230 

l.Oe-126 

288 

95 

Zea mays mRNA for anionic peroxidase 
285955 

177012_1.R1011 
uC-zmflb73413hl2al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



285956 

177012_2,R1011 
qmh700025961.fl 

285957 

177015_1.R1011 
uC-zmflmol7179allal 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



285958 

177039_1.R1011 

uC-zmflb73414e03al 

BLASTX 

g421843 

284 

2.0e-25 

86 

60 

protein kinase (EC 2.7.1.37) 5 ^ Arabidopsis thaliana 
>gi_217861_dbj_BAA01715_ (D10909) serine/threonine protein 
kinase [Arabidopsis thaliana] 

285959 

177074_1.R1011 

uC-zmflmol7211a05al 

BLASTX 

g3894385 

195 

6.0e-15 

91 

4 

(AF053994) Hcr2-0A [Lycopersicon esculentum] 
285960 

177094 l.RlOll 
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5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



wyr700240124.hl 
285961 

177104_1.R1011 
uC-zmflb73415f06al 

285962 

177149_1.R1011 

uC-zmrob73054e09al 

BLASTX 

g3702332 

169 

6.0e-12 
64 

50 

(AC005397) unknown protein [Arabidopsis thaliana] 
285963 

177156__1.R1011 
uC-zmflb73416d03al 

285964 

177204__1.R1011 

uC-zmflb73417a06al 

BLASTX 

gl72320 

530 

9.0e-54 

233 
46 

(M83553) excision repair protein [Saccharomyces cerevisiae] 
285965 

177240_1.R1011 
uC-zmflb73417f02al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



285966 

177243_1.R1011 

uC-zmflmol7129e09al 

BLASTX 

g2160712 

174 

2,0e-12 

39 

87 

(U82966) Ca2+-ATPase [Oryza sativa] 
285967 

177270__1.R1011 
uC-zmflb73418al0al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



285968 

177314_1,R1011 
uC-zmflb73418g04al 

285969 

177368 l.RlOll 
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5^ -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



uC- zmf Imo 17001f06al 
285970 

177392__1.R1011 
xsy700213339.hl 

285971 

177412_1.R1011 
uC-zmflmol7007g03al 

285972 

177419_1.R1011 
uC-zmflmol7007gllal 

285973 

177471__1.R1011 
uC-zmflmol7009a07al 

285974 

177474_1.R1011 
uC-zmflmol7009al0al 

285975 

177484_1.R1011 
uC-zmflmol7009c02al 

285976 

177499_1,R1011 
uC-zmflmol7324f04al 

285977 

177524_1.R1011 
ceu700422855.hl 

285978 

177534__1.R1011 
uC-zmflmol7 010a09al 

285979 

177563_1.R1011 
uC-zmflmol7129b04al 

285980 

177572__1.R1011 
xjt700096065,hl 

285981 

177590__1.R1011 
uC-zmflmol7131e02al 

285982 

177611_1.R1011 
wyr700242803.hl 

285983 

177615_1,R1011 
uC-zmflmol7 065c04al 
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# 



Seq. No. 
Contig ID 
5 '-most EST 



285984 

177664_2.R1011 
uC-zmflmol7012b07al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



285985 

177670_1.R1011 
uC-zmflmol7012c03al 

285986 

177681_1.R1011 

uC-zmflmol7012d04al 

BLASTX 

g3236240 

226 

2.0e-18 

62 

71 

(AC004 684) unknown protein [Arabidopsis thaliana] 
285987 

177687_1.R1011 

uC-zmflmol724 5b09al 

BLASTX 

g3402684 

357 

7,0e-34 

91 

74 

(AC004697) hypothetical protein [Arabidopsis thaliana] 
285988 

177688_1.R1011 
uC-zmflmol7012e02al 



Seq. No. 
Contig ID 
5 '-most EST 



285989 

177693_1.R1011 
uC-zmflmol7 012e08al 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



285990 

177727_1.R1011 

uC-zmflmol7 012h07al 

BLASTX 

g3482914 

364 

9.0e-42 

191 
53 

(AC003970) Similar to nodulins and lipase [Arabidopsis 
thaliana] 

285991 

177746_1.R1011 
zuv700355530.hl 



Seq. No. 

Contig ID 



285992 

177771 l.RlOll 
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5 '-most EST 



uC-zmflmol7016c07al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 



285993 

177786__1.R1011 

uC-zmrob73060f06al 

BLASTX 

g3928150 

153 

5.0e-10 

35 
89 

(AJ13104 9) hypothetical 
285994 

177796_1.R1011 

tfd700571750.hl 

BLASTN 

g22330 

385 

O.Oe+00 

439 

97 

Z.mays Zmhoxla mRNA for 
285995 

177825_1.R1011 
uC-zmflmol7250c02al 

285996 

177829_1.R1011 
uC-zmflmol7017b09al 

285997 

177836_1,R1011 
uC-zmflmol7017cllal 

285998 

177883_1.R1011 
uC-zmflmol7017h08al 

285999 

177927_1.R1011 
xmt700262080.hl 

286000 

177960_1.R1011 
uC-zmflmol7019a06al 

286001 

177985__1.R1011 
uC-zmflmol7342bl2al 

286002 

177988_1.R1011 
uC-zmflmol7019e02al 

286003 



protein [Cicer arietinum] 



homeobox protein 
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Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



178001_1.R1011 
uC-zmflmol7019e07al 

286004 

178056_1.R1011 

ntr700074829.hl 

BLASTX 

g4249662 

220 

l.Oe-17 

90 
54 

(AF08 9810) Altered Response to Gravity [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.1.39) precursor 
(Z28697) 



Seq. No. 

Contig ID 
5 '-most EST 



286005 

178062_1.R1011 
gct701180492.hl 

286006 

178102_1.R1011 

xjt700092221.hl 

BLASTX 

gl076625 

330 

l,0e-30 

113 

57 

glucan endo-1, 3-beta-D-glucosidase (EC 3, 
- common tobacco >gi_473102__emb_CAA82271_ 
beta-1, 3-glucanase [Nicotiana tabacum] 

286007 

178134_1.R1011 
uC-zmflmol7022fl2al 

286008 

178140__1.R1011 
uC-zmflmol7022g07al 



286009 

178182_1.R1011 

uC-zmflmol7023d03al 

BLASTX 

gll72704 

386 

3.0e-37 

108 
69 

PEPTIDE TRANSPORTER PTR2-B (HISTIDINE TRANSPORTING PROTEIN) 
>gi_633940 (L39082) transport protein [Arabidopsis 
thaliana] >gi_44067 86_gb_AAD20096_ (AC006532) histidine 
transport protein PTR2-B [Arabidopsis thaliana] 

286010 

178186_1.R1011 
uC-zmflmol7 023d08al 



39840 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286011 

178195_1.R1011 

uC-zmflmol7023e06al 

BLASTX 

g3582328 

295 

2.0e-26 

100 

51 

(AC005496) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



286012 

178202_1.R1011 
uC-zmflmol7023f01al 



Seq. No. 

Contig ID 
5 '-most EST 



286013 

178208_1.R1011 
gct701170705.hl 



Seq. No. 

Contig ID 
5 '-most EST 



286014 

178213_1.R1011 
uC-zmflmol7023g02al 



Seq. No. 
Contig ID 
5 '-most EST 



286015 

178213_2.R1011 
wyr700242665.hl 



Seq. No. 
Contig ID 
5 '-most EST 



286016 

178218_1.R1011 
uC-zmflmol7023g08al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286017 

178270^1. RlOll 

uC-zmflmol7175c03al 

BLASTN 

g2198852 

37 

2.0e-ll 

57 
91 

Zea mays cystathionine gamma- synthase 
cds 



(CGSl) gene, complete 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286018 

178271_1.R1011 

dyk700102228.hl 

BLASTX 

g4512624 

296 

l.Oe-26 

67 

81 

(AC004793) Strong similarity to gi_3033401 F19I3.29 
putative potassium transporter from Arabidopsis thaliana 
BAC gb_AC004238 



39841 





Seq. No. 


286019 






17ft977 1 ■Rinil 
X I 0 Z. 1 1 X.Jt\XU-LJ- 




5 '-most EST 


cat700016242.rl 




Seq. No. 


286020 




Contig ID 


178288 l.RlOll 




5 '-most EST 


uC-zmflmol7355fl0al 




Seq. No. 


286021 




Contig ID 


178289 l.RlOll 




5 '-most EST 


uC-zmflmol7024fl0al 




Method 


BLASTX 










BLAST score 


209 




E value 


2.0e-16 




Match length 


57 




% identity 


1 U 




NCBI Description 


(AC006841) hypothet 




Seq. No. 


286022 




Contig ID 


178291 l.RlOll 




5 '-most EST 


uC-zmflmol7024fl2al 




Seq. No, 


286023 




Contig ID 


178295 l.RlOll 




5 '-most EST 


xjt700093942.hl 




Method 


BLASTX 




NCBI GI 


g2674203 




BLAST score 


283 




E value 


5.0e-25 




Match length 


105 




% identity 


56 




NCBI Description 


{AF036328) CLP prot 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286024 

178298_1.R1011 

uC-zmflmol7024g09al 

BLASTX 

g4115925 

861 

2.0e-92 

192 
86 

(AF118222) contains similarity to RNA recognition motifs 
(Pfam: PF00076, Score=5 . 5e-23, N-2) [Arabidopsis thaliana] 
>gi_4539439_emb_CAB40027.1_ {AL049523) RNA-binding protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



286025 

178298_2.R1011 
tzu700201589.hl 



Seq. No. 

Contig ID 
5 '-most EST 



286026 

178308_1.R1011 
uC-zmflmol7024hl2al 



39842 



\ 



# 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286027 

178323_1.R1011 

uC-zmflmol7396h06al 

BLASTX 

gl29232 

342 

4.0e-32 

64 

91 

ORYZAIN BETA CHAIN PRECURSOR >gi_67 645_pir KHRZOB oryzain 

(EC 3.4.22.-) beta precursor - rice 

>gi_218183_dbj_BAA14 4 03_ (D90407) oryzain beta precursor 
[Oryza sativa] 



Seq. No. 
Contig ID 
5 '-most EST 



286028 

178346_1.R1011 
uC-zmflmol7301cl0al 



Seq. No. 

Contig ID 
5 '-most EST 



286029 

178393_1.R1011 
uC-zmflmol7027b09al 



Seq. No. 

Contig ID 
5 '-most EST 



286030 

178404_1.R1011 
uC-zmflmol7027dl2al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286031 

178417_1.R1011 

uC-zmflmol7260e05al 

BLASTX 

g4371280 

279 

l.Oe-33 

117 
68 

[AC006260) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



286032 

178446_1.R1011 
uC-zmflmol7028c08al 



Seq. No. 

Contig ID 
5 '-most EST 



286033 

178475_1.R1011 
uC-zmflmol7352e07al 



Seq. No. 

Contig ID 
5 '-most EST 



286034 

178496_1.R1011 
vux700160229.hl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



286035 

178526___1.R1011 

uC-zmflmol7033cl2al 

BLASTX 

gl946355 

200 

l.Oe-15 

63 



39843 



% identity 

NCBI Description 



56 



{U93215) maize transposon MuDR mudrA protein isolog 
[Arabidopsis thaliana] >gi_2880040 (AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



286036 

178538__1.R1011 
uC-zmflmol7033e04al 



Seq. No. 

Contig ID 
5 '-most EST 



286037 

178545_2.R1011 
cat700016024.rl 



Seq. No. 

Contig ID 
5 '-most EST 



286038 

178578_1.R1011 
uC-zmromol7026el2al 



Seq. No. 

Contig ID 
5 '-most EST 



286039 

178591_1.R1011 
uC-zmflmol7034d05al 



Seq. No. 

Contig ID 
5 '-most EST 



286040 

178620__1.R1011 
xdb700341263.hl 



Seq. No. 
Contig ID 
5 '-most EST 



286041 

178621_1.R1011 
uC-zmflmol7069b05al 



Seq. No. 
Contig ID 
5 '-most EST 



286042 

178625_1.R1011 
uC-zmflmol7034h09al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



286043 

178626_1.R1011 

uC- zmf Imo 17156b07al 

BLASTN 

gl617473 

155 

l.Oe-81 

319 

88 

Z.mays mRNA for Rbl protein 
286044 

178663_1.R1011 
uC-zmflmol7 035f01al 



Seq. No. 

Contig ID 
5 '-most EST 



286045 

178710_1.R1011 
uC-zmflmol7047g03al 



Seq. No. 

Contig ID 
5 '-most EST 



286046 

178717_1.R1011 
uC-zmflmol7 036cl2al 



Seq. No, 



286047 



39844 



• 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



178739_1.R1011 
uC-zmflmol7036fllal 

286048 

178750_1.R1011 
xdb700339859.hl 

286049 

178766_1.R1011 
tzu700201609.hl 

286050 

178780_1.R1011 
uC-zmflmol7037c06al 

286051 

178791_1.R1011 

uC-zmflmol7037d08al 

BLASTX 

g2792248 

284 

2.0e-25 

142 
42 

(AF032702) NBS-LRR type resistance protein [Oryza sativa] 
286052 

178814_1.R1011 
uC-zmflmol7057e09al 

286053 

178861_1.R1011 
uC-zmflmol7188bl0al 

286054 

178941_1.R1011 
cat700020213.rl 

286055 

178943_1.R1011 

uC-zmflmol7039e09al 

BLASTX 

g2335097 

166 

9.0e-12 
41 

76 . ^ . 

(AC002339) putative receptor-like protein kinase 

[Arabidopsis thaliana] 
286056 

178945_1.R1011 
qmh700029889.fl 

286057 

178945_2.R1011 
uC-zmflmol7 039ellal 



39845 



• 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286058 

178986_1.R1011 
uC-zmflmol7040d04al 

286059 

179008_1.R1011 
uC-zmflmol7040g02al 

286060 

179025__1.R1011 

uC-zmflmol7040h08al 

BLASTN 

g4185305 

43 

6.0e-15 
51 

Zea mays cosmid IV.lEl 22-kDa alpha zein protein 21 
(SZ22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286061 

179027_1.R1011 
uC-zmflmol7289d02al 

286062 

179046_1.R1011 
uC-zmflmol7041d01al 

286063 

179066_1.R1011 
uC-zmflmol7041g01al 

286064 

179099_1.R1011 
uC-zmflmol7042cl0al 

286065 

179118__1.R1011 
uC-zmflmol7180h05al 

286066 

179131_1.R1011 
uC-zmflmol7043g07al 

286067 

179144_1.R1011 

uC-zmflmol7123e05al 

BLASTX 

g3426064 

174 

6.0e-23 

124 

52 

( AJO 07 5 8 8 ) monooxygenase 



[Arabidopsis thaliana] 



39846 



>gi_4467141_enib_CAB37510_ {AL035540) monooxygenase 2 {M02) 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



286068 

179159_1.R1011 

uC- zmf lmol7 0 4 3d0 lal 



Seq. No. 
Contig ID 
5 '-most EST 



286069 

179184_1.R1011 
uC-zmflmol704 3g04al 



Seq* No. 
Contig ID 
5 '-most EST 



286070 

179214_1.R1011 
uC-zmflmol7044b04al 



Seq. No. 
Contig ID 
5 '-most EST 



286071 

179247_1.R1011 
uC-zmflmol7224h08al 



Seq. No. 
Contig ID 
5 '-most EST 



286072 

179260_1,R1011 
uC-zmflmol7044f06al 



Seq. No. 
Contig ID 
5 '-most EST 



286073 

179273_1.R1011 
uC-zmromol7068h01al 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286074 

179278_1.R1011 

uC-zmrob73058fl0al 

BLASTX 

g3641838 

173 

5,0e-27 

96 

67 

(AL023094) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



286075 

179295_1.R1011 
uC-zmromol7102a08al 



Seq. No. 
Contig ID 
5 '-most EST 



286076 

179297_1.R1011 
uC-zmflmol7 045c03al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



286077 

179342_1.R1011 
hbs701183372.hl 

286078 

179346_1.R1011 

u C - zm f Imo 17046b08al 

BLASTX 

g2244867 

212 



39847 



E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Contig ID 
5 » -most EST 



4,0e-17 

75 

51 

(Z97337) hydroxynitrile lyase [Arabidopsis thaliana] 
286079 

179371_1.R1011 
uC-zmflmol7046el2al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286080 

179405_1.R1011 

uC-zmflmol7047b05al 

BLASTX 

g2979550 

192 

3.0e-19 

106 
57 

(AC003680) putative 7-ethoxycoumarin 0-deethylase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286081 

179499_1.R1011 

uC-zmromol7066c02al 

BLASTX 

g2979562 

242 

2.0e-20 

75 
60 

(AC003680) unknown protein [Arabidopsis thaliana] 
>gi_338 6623 {AC004665) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



286082 

179502_1.R1011 
uC-zmflmol7 04 9f06al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286083 

179529_1.R1011 

uC-zmflmol7 052G04al 

BLASTX 

g3860245 

185 

l.Oe-13 

71 
54 

(AC005824) 
thaliana] 



putative argonaute protein [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



286084 

179562_1.R1011 
uC-zmflmol7 052gl0al 



Seq. No. 

Contig ID 
5 '-most EST 



286085 

179598_1.R1011 
uC-zmflmol7053cl0al 



39848 



• 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl785621 

190 

3.0e-14 

65 
55 

(Z84202) AtPK2324 [Arabidopsis thaliana] >gi_2465927 
(AF024650) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] >gi_4249408 (AC006072) putative 
serine/threonine protein kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



286086 

179613_1.R1011 
uC-zmflmol7053e04al 



Seq. No. 

Contig ID 
5 '-most EST 



286087 

179616_1.R1011 
uC-zmflmol7053e07al 



Seq. No. 
Contig ID 
5 '-most EST 



286088 

179620_1.R1011 
uC-zmflmol7053el2al 



Seq. No. 

Contig ID 
5 '-most EST 



286089 

179638_1.R1011 
uC-zmflmol7053g08al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286090 

179655_1.R1011 

uC-zmflmol7310cl2al 

BLASTX 

g3128168 

241 

3.0e-20 

105 

52 

(AC004521) putative carboxyl-terminal peptidase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



286091 

179660_1.R1011 
yne700378632.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286092 

179664_1.R1011 

uC-zmflmol7175b05al 

BLASTX 

g3549626 

366 

9.0e-35 

179 

44 

(AJ009696) wall-associated kinase 1 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



286093 

179691_1.R1011 
uC-zmflmol7357g03al 



39849 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



286094 

179695_1.R1011 
gct701173760.hl 

286095 

179724_1.R1011 

uC-zmflmol7 055b01al 

BLASTX 

g3036802 

187 

9.0e-14 

47 

74 

(AL022373) putative protein [Arabidopsis thaiiana] 
>gi_38058 64_emb_CAA21484_ (AL031986) putative protein 
[Arabidopsis thaiiana] 

286096 

179733_1.R1011 
uC-zmflmol7 056c03al 



Seq, No. 
Contig ID 
5 '-most EST 



286097 

179734_1.R1011 
uC-zmflmol7 055bllal 



Seq. No. 

Contig ID 
5 '-most EST 



286098 

179746_1.R1011 
uC-zmflmol7 055d01al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286099 

179749_1.R1011 

gct701178759.h2 

BLASTX 

g4581111 

146 

3.0e-09 

128 

26 

(AC005825) putative reverse transcriptase [Arabidopsis 
thaiiana] 



Seq. No. 

Contig ID 
5 '-most EST 



286100 

179756_1.R1011 
uC-zmflmol7055e03al 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286101 

179792_1.R1011 

uC-zmflmol7104a02al 

BLASTN 

g22227 

38 

l.Oe-11 

102 

84 

Z.mays CAB48 gene for chlorophyll a/b binding protein 



39850 



Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



286102 

179801_1.R1011 
uC-zmflmol7 056al0al 

286103 

179820__1.R1011 
uC-zmflmol7056c09al 

286104 

179860_1.R1011 

uC- zmf Imo 17056gl2al 

286105 

179884_1.R1011 

uC-zmflmol7057b09al 

BLASTX 

gl653033 

201 

2.0e-15 

53 
68 

(D90910) hypothetical protein [Synechocystis sp.] 
286106 

179886_1.R1011 
uC-zmflmol7336f07al 

286107 

179927_1.R1011 

uC-zmflmol7057g06al 

BLASTX 

g3892057 

345 

2.0e-32 

79 

82 

(AC002330) hypothetical protein [Arabidopsis thaliana] 
286108 

179979_1.R1011 
uC-zmflmol7315e08al 

286109 

180005_1.R1011 

uC-zmflmol7058g06al 

BLASTX 

g4239692 

218 

2.0e-17 

55 
69 

(AJ132745) hypothetical protein [Arabidopsis thalrana] 
286110 

180006_1.R1011 
hbs701186075.hl 



39851 



• 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



286111 

180022_1.R1011 
uC-zmflmol7327fllal 

286112 

180032_1.R1011 

uC- zmf Imo 17273h06al 

286113 

180034_1.R1011 
uC-zmflmol7059b04al 

286114 

180060_1.R1011 
uC-zmflmol7109gl0al 

286115 

180073_1.R1011 
uC-zmflmol7287bl2al 

286116 

180080_1.R1011 
uC-zmflmol7218b03al 

286117 

180082_1.R1011 
uC-zmflmol7059g02al 

286118 

180118^1. RlOll 
uC-zmflmol7060c03al 

286119 

180134_1.R1011 

uC-zmflmol7060dllal 

BLASTX 

g2252830 

244 

2.0e-20 

73 

59 

(AF013293) weak similarity 
[Arabidopsis thaliana] 

286120 

180186_1.R1011 
gct701176980.hl 

286121 

180208_1.R1011 

uC-zmflmol7062dl0al 

BLASTX 

g2262105 

159 

l.Oe-10 

50 
56 



to receptor protein kinase 



39852 



NCBI Description {AC002343) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286122 

180214_1.R1011 
uC-zmflmol7062e04al 

286123 

180263_1.R1011 

uC-zmflmol7426a09al 

BLASTX 

g3953471 

160 

9.0e-ll 

48 
67 

(AC002328) F2202.16 [Arabidopsis thaliana] 
286124 

180303_1.R1011 
uC-zmflmol7194el2al 

286125 

180337_1.R1011 
uC-zmflmol7363g04al 

286126 

180357_1.R1011 
uC-zmromol7111c02al 

286127 

180367_1.R1011 
hvj700623549.hl 

286128 

180377_1.R1011 
uC-zmflmol7065g09al 

286129 

180402_1,R1011 
uC-zmflmol7155f06al 

286130 

18G421_1.R1011 
uC-zmflmol7066f09al 

286131 

180462_1.R1011 

rvt700550714.hl 

BLASTX 

g3445441 

188 

7.0e-14 

109 

35 

(AJ010169) Ariadne-2 protein [Drosophila melanogaster ] 



Seq. No. 



286132 



39853 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



180509_1.R1011 
uC-zmflmol7068b05al 

286133 

180512_1.R1011 
uC-zmflmol7068bllal 

286134 

180534_1.R1011 
uC-zmflmol7 068e07al 

286135 

180539_1,R1011 
uC-zmflmol7382h08al 

286136 

180567_1.R1011 
uC-zmflmol7069b07al 

286137 

180569_1.R1011 
uC-zmflmol7150g04al 

286138 

1B0601_1.R1011 
uC-zmflmol7 069f03al 

286139 

180602_1.R1011 
uC-zmflmol7 069f04al 

286140 

180607_1.R1011 
uC-zmromol7007hl2al 

286141 

180646_1.R1011 
uC-zmflmol707 0c02al 

286142 

180671_1.R1011 
uC-zmflmol7070e06al 

286143 

180706__1.R1011 
nbm700470471.hl 

286144 

180736_1.R1011 
pwr700451043.hl 

286145 

180736_2.R1011 
uC-zmflmol7339h02al 

286146 

180737 l.RlOll 



39854 



5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



uC-zmrob73053a03al 
286147 

180774_1.R1011 
xsy700210941.hl 

286148 

180777_1.R1011 
uC-zmflmol7334d05al 

286149 

180828_1.R1011 
uC-zmflmol7 07 5d0 8al 

286150 

180886_1.R1011 
uC-zmflmol707 9h04al 

286151 

180908_1.R1011 
uC-zmflmol7 420g04al 

286152 

180930__1.R1011 
uC-zmrob73050fl2al 

286153 

180976_1.R1011 
uC-zmflmcl7339f02al 

286154 

180989_1.R1011 

uC-zmflmol707 9a08al 

BLASTN 

gl061307 

312 

l.Oe-175 

416 

94 

Z.mays Dof3 mRNA 
286155 

181000_1.R1011 
cjh700193809.hl 

286156 

181005_1.R1011 
uC-zmflmol7 07 9c01al 

286157 

181017__1.R1011 
uC-zmfimol707 9d01al 

286158 

181042_1,R1011 
uC-zmflmol7 07 9g07al 



39855 



# 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286159 

181086^1, RlOll 

uC-zmflmol7083c08al 

BLASTN 

g3821780 

36 

l.Oe-10 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
286160 

181094_1,R1011 

uC-zmflmol7334f09al 

BLASTX 

g282994 

698 

8.0e-74 

155 

85 

Sipl protein - barley >gi_167100 
protein [Hordeum vulgare] 



(M77475) seed imbibition 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



286161 

181113_1.R1011 

uC-zmflmol7083h09al 

BLASTX 

g4584541 

152 

6.0e-10 

47 

55 

(AL049608) 3-hydroxyisobutyryl-coenzyme A hydrolase-like 
protein [Arabidopsis thaliana] 

286162 

181124_1.R1011 
uC-zmflmol72 69a09al 



Seq. No. 
Contig ID 
5 '-most EST 



286163 

181124_2.R1011 
uC-zmflmol7234cl0al 



Seq. No. 

Contig ID 
5 '-most EST 



286164 

181161__1.R1011 
uC-zmflmol7 084f04al 



Seq. No. 
Contig ID 
5 '-most EST 



286165 

181215_1.R1011 
uC-zmflmol7 085f07al 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



286166 

181236_1.R1011 

uC-zmflmol7085h06al 

BLASTX 

g4544431 

225 



39856 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



2.0e-18 

62 
68 

(AC006955) 



hypothetical protein [Arabidopsis thaliana] 



286167 

181275_1.R1011 
uC-zmflmol7086dl0al 



Seq. No. 
Contig ID 
5 '-most EST 



286168 

181285_1.R1011 
uC-zmflmol708 6el0al 



Seq. No. 
Contig ID 
5 '-most EST 



286169 

181318_1.R1011 
uC-zmflmol7087b07al 



Seq, No. 

Contig ID 
5 '-most EST 



286170 

181327_1,R1011 
uC-zmflmol7419c03al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



286171 

181348_1.R1011 

uC-zmromol7111g02al 

BLASTX 

gl708424 

211 

5.0e-17 

58 

64 

ISOFLAVONE REDUCTASE HOMOLOG >gi__1230614 (U48590) 
isoflavone reductase-like protein [Lupinus albus] 

286172 

181394_1.R1011 
uC-zmflmol7210fl2al 



Seq. No. 
Contig ID 
5 '-most EST 



286173 

181418_1.R1011 
uC-zmflmol7090b02al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



286174 

181521_1.R1011 
uC-zmflmol7139gllal 

286175 

181583_1.R1011 
uC-zmflmol7323bllal 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



286176 

181609_1,R1011 
uC-zmflmol7290g06al 

286177 

181619_1.R1011 
xsy700214467.hl 



39857 



Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 
5^ -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



286178 

181642_1.R1011 
uC-zmflmol7327h09al 

286179 

181644_1.R1011 
cat700019046.rl 

286180 

181657_1.R1011 
cat700019418.rl 

286181 

181667_1.R1011 
uC-zmflmol7103h05al 

286182 

181673_1.R1011 
uC-zmflmol7217al2al 

286183 

181699__1.R1011 

uC-zmflmol7104e05al 

BLASTX 

g3445397 

306 

7.0e-28 

83 
72 

(AJ010166) S-domain receptor-like protein kinase [Zea mays] 
286184 

181708_1.R1011 
uC-zmflmol7104g04al 

286185 

181725_1.R1011 

uC-zmflmol7107b03al 

BLASTX 

g3522946 

195 

6.0e-15 

62 
56 

(AC004411) putative cytochrome P450 [Arabidopsis thalxana] 
286186 

181731_1.R1011 
uC-zmflmol7290d03al 

286187 

181740_1.R1011 

uC-zmflmol7107f08al 

BLASTX 

g4335756 

305 

l.Oe-27 



39858 



# 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



80 
79 

(AC006284) putative ankyrin [Arabidopsis thaliana] 
286188 

181746_1.R1011 

uC-zmflmol7107h03al 

BLASTX 

g4572671 

150 

5.0e-14 

71 

58 

(AC006954) putative cyclic nucleotide regulated ion channel 
[Arabidopsis thaliana] 

286189 

1B1772_1.R1011 
gct701176291.hl 

286190 

181809_1.R1011 
uC-zmflmol7239f03al 

286191 

181818_1.R1011 
uC-zmflmol7 328g08al 

286192 

181828_1.R1011 
uC-zmrob73022f08al 

286193 

181832_1.R1011 
wty700170714.hl 

286194 

181849_1.R1011 
uC-zmflmol7223b08al 

286195 

181852^1. RlOll 

pmx700081932.hl 

BLASTX 

g3874214 

353 

2.0e-33 

129 

56 

(Z83217) Similarity to Yeast E1-E2 ATPase YEL031W 
(SW:YED1 YEAST); cDNA EST EMBL:D27574 comes from this gene; 
cDNA EST"EMBL:D337 57 comes from this gene; cDNA EST 
EMBL:D34256 comes from this gene; cDNA EST EMBL:D37288 
comes from 



Seq. No. 
Contig ID 



286196 

181864 l.RlOll 



39859 



5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



uC-zmflmol7111d08al 
286197 

181865_1.R1011 
uC-zmromol7027c09al 

286198 

181882_1.R1011 
uC-zmflmol7111g09al 



Seq. No. 
Contig ID 
5 '-most EST 



286199 

181893_1.R1011 
uC-zmflmol7337d02al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



286200 

181920_1.R1011 
uC-zmflmol7204cllal 

286201 

181937_1.R1011 

uC-zmflmol7112g09al 

BLASTX 

g496164 

296 

9.0e-27 
61 

95 

(L26305) ribosome-inactivating protein [Zea mays] 

>gi_1096509_prf 2111429A ribosome-inactivating protein 

[Zea mays] 

286202 

181951_1.R1011 

uC-zmflmol7113b07al 

BLASTX 

g3763933 

162 

9.0e-ll 

45 

73 

{AC004450) unlcnown protein [Arabidopsis thaliana] 
286203 

181960_1,R1011 
uC-zmromol7111d02al 



Seq. No. 

Contig ID 
5 '-most EST 



286204 

182015__1.R1011 
uC-zmflmol7 427el0al 



Seq. No. 

Contig ID 
5 '-most EST 



286205 

182046_1.R1011 
vux700156934.hl 



Seq. No. 

Contig ID 
5 '-most EST 



286206 

182087_1.R1011 
uC-zmflmol7 4 03a01al 



39860 



9 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286207 

182130__1.R1011 

uC-zmflmol7152c06al 

BLASTX 

g3461814 

206 

6.0e-16 

57 
67 

(AC004138) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



286208 

182158_1.R1011 
uC-zmromol7 04 9cl0al 



Seq, No. 
Contig ID 
5 '-most EST 



286209 

182167_1.R1011 
uC-zmflmol7122e05al 



Seq, No. 
Contig ID 
5 '-most EST 



286210 

182187^1. RlOll 
uC-zmflmol7139ellal 



Seq. No. 
Contig ID 
5 '-most EST 



286211 

182189_1.R1011 
uC-zmflmol7117hl2al 



Seq. No. 

Contig ID 
5 '-most EST 



286212 

182225_1.R1011 
uC-zmflmol7 336al0al 



Seq. No. 
Contig ID 
5 '-most EST 



286213 

182236_1.R1011 
uC-zmflmol7118f09al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286214 

182242_1.R1011 

uC-zmflmol7 342d09al 

BLASTX 

g2244787 

303 

2.0e-27 

106 

57 

(Z97335) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286215 

182245_1.R1011 

dyk700105601.hl 

BLASTX 

g4115534 

187 

6.0e-14 

103 
41 

{AB012114) UDP-glycose: flavonoid glycosyltransferase 



[Vigna 



39861 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



mungo ] 
286216 

182247_1.R1011 
pmx700091743.hl 

286217 

182255__1.R1011 
uC-zruflinol7121a02al 



Seq. No. 

Contig ID 
5 '-most EST 



286218 

182263_1.R1011 
uC-zmflmol7121bl2al 



Seq. No. 
Contig ID 
5 '-most EST 



286219 

182316_1.R1011 
uC-zmflmol7122b03al 



Seq. No. 
Contig ID 
5 '-most EST 



286220 

182442_1.R1011 
uC-zmflmol7 234al2al 



Seq. No. 
Contig ID 
5 '-most EST 



286221 

182444_1.R1011 
uC-zmflmol7247d08al 



Seq. No. 
Contig ID 
5 '-most EST 



286222 

182457_1.R1011 
uC-zmromol7011b06al 



Seq. No. 
Contig ID 
5 '-most EST 



286223 

182531_1.R1011 
uC~zmflmol7127fllal 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



286224 

182534_1.R1011 
uC-zmflmol7127g03al 

286225 

182558_1.R1011 

xdb700340742.hl 

BLASTX 

g4539335 

165 

2.0e-ll 

53 
43 

{AL035539) putative protein [Arabidopsis thaliana] 
286226 

182586_1.R1011 
uC-zmflmol712 9f0 9al 



Seq. No. 
Contig ID 
5 '-most EST 



286227 

182588_1.R1011 
uC-zmflmol7 359b09al 



39862 



Seq. No. 
Contig ID 
5 '-most EST 



286228 

182643_1.R1011 
uC-zmflmol7234e01al 



Seq. No. 

Contig ID 
5 '-most EST 



286229 

182649_1.R1011 
uC-zmflmol7130f07al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



286230 

182659_1.R1011 
uC-zmflmol7130g06al 

286231 

182719_1.R1011 

uC-zmflmol7131fl2al 

BLASTX 

g2809241 

290 

4.0e-26 

74 
72 

(AC0Q2b6Q) F21B7.10 



[Arabidopsis thaliana] 



286232 

182764_1.R1011 

uC-zmflmol7 317g04al 

BLASTX 

g3738285 

275 

3.0e-24 

108 
50 

(AC005309) unknown protein [Arabidopsis thaliana] 
286233 

182780_1.R1011 
uC-zmfimol7292fllal 



Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



286234 

182781_1.R1011 

uC-zmflmol7132f06al 

BLASTX 

g4467124 

175 

l.Oe-12 

119 
31 

(AL035538) hypothetical protein [Arabidopsis thaliana] 
286235 

182798__1.R1011 

uC-zmflmol7 318f09al 

BLASTX 

g2924509 

477 

5.0e-48 
141 



39863 



% identity 

NCBI Description 



Seq. No. 

Contig ID 
5* -most EST 



66 

(AL022023) subtilisin proteinase 
thaliana] 

286236 

182803_1.R1011 

uC - zmf Imo 1 7 2 8 lb 0 2 a 1 



- like [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



286237 

182818_1.R1011 

uC- zmf Imo 17399dllal 

BLASTN 

g4140643 

142 

7.0e-74 

178 

95 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 

286238 

182866_1.R1011 
uC-zmflmol7319h06al 



Seq. No. 

Contig ID 
5* -most EST 



286239 

182879_1.R1011 
uC-zmflmol7134d01al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



286240 

182882_1.R1011 

uC-zmflmol7134d07al 

BLASTX 

gl743412 

450 

2.0e-64 

159 

78 

(Y09826) amino acid transporter [Solanum tuberosum] 
286241 

182892_2.R1011 
tfd700572479.hl 



Seq. No. 
Contig ID 
5 '-most EST 



286242 

182893_1.R1011 
uC-zmflmol7134ellal 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



286243 

182903__1.R1011 
uC-zmflmol7134g01al 

286244 

182976^1. RlOll 
xmt700262392.hl 



Seq. No. 
Contig ID 



286245 

182983 l.RlOll 



39864 



5 '-most EST 



uC-zmflmol7135h03al 



Seq. No. 

Contig ID 
5 '-most EST 



286246 

182992_1.R1011 
uC-zmflmol7139a08al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



286247 

183003__1.R1011 
dyk700105820.hl 

286248 

183068_1.R1011 
uC-zmflmol7140c05al 



Seq. No. 
Contig ID 
5 '-most EST 



286249 

183086_1.R1011 
uC-zmflmol7140el0al 



Seq. No. 
Contig ID 
5 '-most EST 



286250 

183090_1.R1011 
uC-zraflmol7140f03al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286251 

183109_1.R1011 
uC-zmflmol7211g05al 

286252 

183116_1.R1011 

ceu700423053.hl 

BLASTX 

g4587597 

204 

l.Oe-15 

112 
46 

(AC006951) putative MAP kinase phosphatase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



286253 

183123_1.R1011 
uC-zmflmol7326f08al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 



286254 

183131_1.R1011 

uC-zmromol7006f 02al 

BLASTX 

g4584358 

282 

4.0e-25 

75 
80 

(AC006420) unknown protein [Arabidopsis thaliana] 
286255 

183155_1.R1011 

wyr700239981.hl 

BLASTX 



39865 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



g4455198 
221 

9.0e-18 

88 
58 

(AL035440) putative protein [Arabidopsis thaliana] 
286256 

183210_1.R1011 
uC-zmflmol7150cllal 



Seq. No. 
Contig ID 
5 '-most EST 



286257 

183244_1.R1011 
vux700156764.hl 



Seq. No. 

Contig ID 
5 '-most EST 



286258 

183262_1.R1011 
uC-2mflmol7151a05al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286259 

183294_1.R1011 

uer700577286.hl 

BLASTX 

g3287696 

304 

l.Oe-27 

76 

68 

(AC003979) Strong similarity to phosphoribosylanthranilate 
transferase gb_D8 6180 from Pisum sativum. This ORE may be 
part of a larger gene that lies in the overlapping region. 

[Arabidopsis thaliana] 

286260 

183294_2.R1011 

uC-zmflmol7364f07al 

BLASTX 

g3287696 

204 

3.0e-18 

66 
68 

(AC003979) Strong similarity to phosphoribosylanthranilate 
transferase gb_D86180 from Pisum sativum. This ORE may be 
part of a larger gene that lies in the overlapping region. 

[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



286261 

183301_1.R1011 
uC-zmflmol7151e05al 



Seq. No. 
Contig ID 
5 '-most EST 



286262 

183309_1.R1011 
uC-zmflmol7151f04al 



Seq. No. 

Contig ID 



286263 

183333 l.RlOll 



39866 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflmol7205bl0al 

BLASTX 

gl732517 

368 

8.0e-35 

145 

55 

{U62745) putative cytoskeletal protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



286264 

183352_1.R1011 
uC-2mflmol7292c03al 



Seq. No. 

Contig ID 
5 '-most EST 



286265 

183426_1.R1011 
uC-zmflmol737 4d07al 



Seq. No. 
Contig ID 
5 '-most EST 



286266 

183448_1.R1011 
uC-zmflmol7153e07al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286267 

183450_1.R1011 

uC-zmflmol7153e09al 

BLASTX 

g4510349 

144 

4.0e-09 

35 
8 3 

(AC006921) putative bZIP transcription factor [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286268 

183500_1.R1011 

uC-zmflmol7398b01al 

BLASTX 

g3738306 

240 

7.0e-20 

91 
51 

(AC005309) unknown protein [Arabidopsis thaliana] 
286269 

183500_2.R1011 

zuv700353144.hl 

BLASTX 

g3738306 

415 

6.0e-41 

108 
71 

(AC005309) unknown protein [Arabidopsis thaliana] 



Seq. No. 



286270 



39867 



Contig ID 
5 '-most EST 



183503_1.R1011 
uC-zmflmol7 291allal 



Seq. No. 

Contig ID 
5 '-most EST 



286271 

183524_1.R1011 
uC-zmflmol734 3bl0al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



286272 

183541_1.R1011 

uC-zmflmol7155a08al 

BLASTN 

g3264610 

359 

O.Oe+00 

363 

100 

Zea mays seven in absentia homolog mRNA, partial cds 
286273 

183568_1.R1011 
uC~zmflmol7334b05al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



286274 

183587_1,R1011 
uC-zmflmol7155f04al 

286275 

183596_1.R1011 
uC-zmflmol7156g05al 

286276 

183610_1.R1011 

uC-zmromol7011allal 

BLASTN 

g3320103 

121 

l.Oe-61 

274 

84 

Zea mays mRNA for calcium-dependent protein kinase 
286277 

183628_1.R1011 

uC-zmrob73054f09al 

BLASTX 

g2131733 

153 

l.Oe-09 

146 
32 

hypothetical protein YLL035w - yeast (Saccharomyces 
cerevisiae) >gi_1360224_emb_CAA97484_ (Z73140) ORF yLL035w 
[Saccharomyces cerevisiae] 

286278 

183642_1.R1011 
uC-zmflmol7367b03al 



39868 





Seq. No. 


286279 




Contig ID 


183698 l.RlOll 




5 '-most EST 


uC-zmfTmol7157cllal 




Sea No 


286280 




Contig ID 


183746 l.RlOll 




■=1 ' -most EST 


uC-zmfTmol7157hl0al 




Seq. No. 


286281 




Contig ID 


183805 l.RlOll 




S * -inost EST 


uC-zrafTmol7158g01al 




Method 


BLASTX 




NCBI GI 


g4206787 




BLAST score 


216 




Fi value 


l.Oe-18 




Match length 


77 




% identity 


73 




NCBI Description 


(AF112863) syntaxin 






t abacuiu] 




O C ^ • IN (J ■ 


286282 




Contia ID 


183833 l.RlOll 


::C 


S ' -mnst K9T 


nr-7TnfTmo1 71 S9hOSa 1 




Sea No. 


286283 


" 


Contig ID 


183859 l.RlOll 




5 '-most EST 


uC-zmflirLol7159e02al 




Method 


BLASTX 




NCBI GI 


gll3363 




BLAST score 


166 




E value 


l.Oe-11 




Match length 


72 




% identity 


44 



syntaxin-related protein Nt-syrl [Nicotiana 



NCBI Description 



ALCOHOL DEHYDROGENASE 
dehydrogenase (EC 1.1 
>gi_2 050 6_emb_CAA3 8039 
[Petunia x hybrida] 



1 >gi_27 944 5_pir DEPJAl alcohol 

1.1) 1 - garden petunia 

{XbAlQ6) alcohol dehydrogenase 



Seq. No. 

Contig ID 
5 '-most EST 



286284 

183899_1.R1011 
fd2701164929.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



286285 

183915_1.R1011 

uC-zmflmol7160dl0al 

BLASTX 

g4416302 

207 

2.0e-16 

116 
44 

(AF105716) copia-type pol polyprotein [Zea mays] 
286286 

183921_1.R1011 
uC-zmflmol7160e05al 



39869 



Seq. No. 

Contig ID 
5 '-most EST 



286287 

183968_1.R1011 
uC-zmflmol7163c03al 



Seq. No. 
Contig ID 
5 '-most EST 



184021_1.R1011 
uC-zmfimol7168a03al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



286289 

184071_1.R1011 

uC-zmflmol7168h05al 

BLASTX 

g2262172 

154 

6.0e-10 

35 
83 

(AC002329) predicted protein of unknown function 
[Arabidopsis thaliana] 

286290 

184108_1.R1011 

uC-zmflmol7169ellal 

BLASTX 

gl777386 

367 

4.0e-58 

219 
56 

(U39301) caffeic acid 0-methyltransf erase [Pinus taeda] 
286291 

184112_1.R1011 
uC-zmflmol7169el0al 



Seq. No. 

Contig ID 
5 '-most EST 



286292 

184235_1.R1011 
uC-zmflmol7172bl2al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



286293 

184267_1.R1011 

uC-zmflmol7 428g07al 

BLASTX 

g3413706 

285 

3.0e-25 

92 

52 

(AC004747) hypothetical protein [Arabidopsis thaliana] 
286294 

184311_1.R1011 
uC~zmflmol7174cl0al 



Seq. No. 
Contig ID 



286295 

184331 l.RlOll 



39870 



• 



5 '-most EST 



uC-zniflmol7174f02al 



Seq. No. 

Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



286296 

184353_1.R1011 
uC-zmflmol7175a02al 

286297 

184361_1.R1011 

uC-zmrob73006e05al 

BLASTN 

gl263159 

82 

4.0e-38 

130 
91 

O.sativa DNA for LRK2 gene 
286298 

184362_1.R1011 
uC-zmflmol7175c02al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



286299 

184430_1.R1011 
uC-zmflmol7177bl0al 

286300 

184475_1.R1011 
uC-zmflmol7177gl2al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



286301 

184478_1.R1011 
uC-zmflmol7177h04al 

286302 

184553_1.R1011 
uC-zmflmol7 318a02al 

286303 

184558_1.R1011 

uC - zmr ob7 3023h07al 

286304 

184575_1.R1011 

uC-zmflmol7323b03al 

BLASTX 

g4204268 

321 

l.Oe-29 

74 

76 

(AC005223) 62134 [Arabidopsis thaliana] 
286305 

184580_1.R1011 
uC-zmflmol7180d04al 



Seq. No. 



286306 



39871 



Contig ID 
5 '-most EST 



184619_1.R1011 
uC-zrafimol7180h07al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286307 

184630_1.R1011 

uC- zmf Imo 1 7 1 8 lb 0 Ibl 

BLASTX 

gl075616 

150 

4.0e-12 

90 
44 

carboxyl-terminal processing proteinase precursor - 
Synechocystis sp. (PCC 6803) >gi_493215 (L25250) protease 
[Synechocystis sp.] >gi_1001562_dbj_BAAl0189_ (D64000) 
carboxyl-terminal processing protease [Synechocystis sp.] 



Seq. No. 286308 

Contig ID 184639_1 . RlOll 

5 '-most EST uC-zmf lmol7181bl2bl 

Seq. No. 286309 

Contig ID 184655_1 . RlOll 

'5 '-most EST uC-zmf Imol7181d05bl 



Seq. No. 286310 

Contig ID 184693_1 . RICH 

5 '-most EST uC-zmf Imol7181h03bl 

Method BLASTX 

NCBI GI g3298474 

BLAST score 7 92 

E value 7.0e-85 

Match length 163 

% identity 95 

NCBI Description (AB012765) ovpl [Oryza sativa] 

Seq. No. 286311 

Contig ID 184779__1 . RlOll 

5 '-most EST uC-zmf Imol7188d02al 

Method BLASTX 

NCBI GI g2673908 

BLAST score 196 

E value 5.0e-15 

Match length 83 

% identity 47 . . . ^x. n • i 

NCBI Description (AC002561) hypothetical protein [Arabidopsis thalianaj 



Seq. No. 286312 

Contig ID 184783_1 . RlOll 

5 '-most EST uC-zmf Imol7188d08al 

Seq. No. 286313 

Contig ID 184797_1 . RlOll 

5 '-most EST uC-zmf lmol7188f 06al 

Seq. No. 286314 

Contig ID 184807^1 . RlOll 



39872 



# 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



uC-zmflmol7320e02al 

BLASTX 

g2462107 

168 

2.0e-ll 

179 
27 

(Y10909) 



stage V sporulation protein K [Bacillus cereus] 



286315 

184847_1.R1011 

nbm700466570.hl 

BLASTX 

g4539660 

176 

l.Oe-12 

71 

45 

(AF061282) polyprotein [Sorghum bicolor] 
286316 

184950_1.R1011 
uC-zmflmol7192b02al 



Seq, No. 
Contig ID 
5 '-most EST 



286317 

184977_1.R1011 
cat700018530.rl 



Seq. No. 

Contig ID 
5 '-most EST 



286318 

185004_1.R1011 
nbm700474161.hl 



Seq. No. 

Contig ID 
5 '-most EST 



286319 

185021_1,R1011 
uC-zmrob73064cl2al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286320 

185070_1.R1011 

uC-zmromol7 029h04al 

BLASTX 

g3980254 

259 

3,0e-22 

81 
53 

(AJ006053) 
thaliana] 



peroxisomal membrane protein [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



286321 

185074__1.R1011 
uC-zmflmol7194g03al 

286322 

185076_1.R1011 
uC-zmflmol7194g06al 



Seq. No. 



286323 



39873 



Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



185201_1.R1011 
uC-zmflmol7202b09al 

286324 

185224_1.R1011 
uC~zmflmol7217d09al 

286325 

185248_1.R1011 
uC-zmflmol7 202g05al 

286326 

185384_1.R1011 

uC- zmf Imo 1 7 2 4 4 f 05al 

286327 

185405_1.R1011 
uC-zmflmol7 391al2al 

286328 

185419_1.R1011 
uC-zmromol7 008f02al 

286329 

185481_1.R1011 
uC-zmflmol7272d01al 

286330 

185533_1.R1011 
uC-zmflmol7206f07al 

286331 

185627_1.R1011 
uC-zmflmol7209h08al 

286332 

185640_1.R1011 
uC-zmflmol7210al2al 

286333 

185654_1.R1011 
uC-zmflmol7210c04al 

286334 

185667_1.R1011 
uC-zmflmol7 210d07al 

286335 

185668_1.R1011 
uC-zmflmol7210d08al 

286336 

185682_1.R1011 
uC-zmflmol7210el2al 

286337 

185703_1.R1011 

39874 



5 '-most EST 



uC-zraflrriol7210h02al 



Seq. No. 

Contig ID 
5 '-most EST 



286338 

185760_1.R1011 
uC-zmflmol73 91h04al 



Seq. No. 
Contig ID 
5 '-most EST 



286339 

185779_1.R1011 
xdb700341323.hl 



Seq. No. 
Contig ID 
5 '-most EST 



286340 

185786_1.R1011 
uC-zmflmol7264d08a2 



Seq. No. 
Contig ID 
5 '-most EST 



286341 

185799_1.R1011 
uC-zmflmol7333d03al 



Seq. No. 

Contig ID 
5 '-most EST 



286342 

185808_1.R1011 
uC-zmflmol7 326e08al 



Seq. No. 
Contig ID 
5 '-most EST 



286343 

185842_1.R1011 
uC-zmflmol7212f09al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



286344 

185866_1.R1011 

uC-zmflmol7311d01al 

BLASTX 

g4249382 

202 

l.Oe-15 

57 

63 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 

286345 

185937_1.R1011 
uC-zmfimol7215c03al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



286346 

185939_1.R1011 
wyr700240529.hl 

286347 

185945_1.R1011 
uC-zmflmol7215cl2al 



Seq. No. 

Contig ID 
5 '-most EST 



286348 

185992_1.R1011 
uC-zmflmol7217a03al 



Seq. No. 

Contig ID 



286349 

186002 l.RlOll 



39875 



5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



uC-zmromol7113dl2al 
286350 

186007_1.R1011 
nbm700468703.hl 

286351 

186037__1.R1011 
uC-zmflmol7218a01al 

286352 

186104_1.R1011 

uC-zmflmol7219a01al 

BLASTX 

g3941289 

160 

6.0e-ll 

36 
72 

(AF018093) similarity to SCAMP37 [Pisum sativum] 
286353 

186110__1.R1011 
uC-zmflmol7 219a09al 

286354 

186122_1.R1011 
xsy700208122.hl 

286355 

186125_1,R1011 
uC-zmflmol7219c09al 

286356 

186176_1.R1011 
uC-zmflmol7220a05al 

286357 

186260__1.R1011 

uC-zmflmol7394ellal 

BLASTX 

g2262103 

370 

3.0e-35 

103 

59 

(AC002343) unknown protein [Arabidopsis thaliana] 
286358 

186285_1.R1011 

uC-zmflmol7221e07al 

BLASTX 

g3219815 

183 

2.0e-13 

67 
55 



39876 



NCBI Description 



MITOCHONDRIAL IMPORT INNER MEMBRANE TRANSLOCASE SUBUNIT 
TIM22 HOMOLOG >gi_2104453_eiTib_CAB08780_ (Z95397) unknown 
[Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 
5 '-most EST 



286359 

186311_1.R1011 
uC-zmflmol7221h01al 



Seq. No. 

Contig ID 
5^ -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



286360 

186336_1.R1011 
uC-zmflmol7222b08al 

286361 

186338_1.R1011 
uC-zmflmol7222bllal 



Seq. No. 

Contig ID 
5 '-most EST 



286362 

186404_1.R1011 
uC-zmrob73061d05al 



Seq. No. 

Contig ID 
5 '-most EST 



286363 

186415_1.R1011 
uC-zmflmol7223bl0al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286364 

186454^1. RlOll 

uC-zmflmol7396d01al 

BLASTX 

g2980806 

281 

9.0e-25 

69 

74 

(AL022197) putative protein [Arabidopsis thaliana] 
286365 

186459_1.R1011 
cyk700048263.fl 

286366 

186485_1.R1011 

uC-zmflmol7228cl2al 

BLASTN 

gl653477 

459 

O.Oe+00 

479 

99 

Synechocystis sp. PCC6803 complete genome, 16/27, 
1991550-2137258 



Seq. No. 
Contig ID 
5 '-most EST 



286367 

186506_1.R1011 
uC-zmflmol7341b02al 



Seq. No. 
Contig ID 



286368 

186562 l.RlOll 



39877 




^'-most EST 


uC-zitif Imol7225gl0al 


Method 


BLASTX 


NCBI GI 


gl652644 


LJ ±JCi.*^ X O W J- ^ 


445 


P 1 n 

I_j V d J- LJiC 


4 . Oe-44 




84 




96 


NPRT n{=*c'r'r 1 nt* T nn 

J—> -L L^\^iJ\^J L ^ -1_ V-/ 1 1 


(Ti^Ci^Ol) h vnnthpt "i pril nrotpin f Svnpphor'vst is sr> 1 


O C (wj^ • (wJ • 


286369 


Contig ID 


186571 l.RlOll 


5 » -most EST 


uC-zmf Imol7 225a07al 


Method. 


BLASTN 


NCBI GI 


gl652844 


BLAST score 


395 


F, VJ=5 1 IIP 


0 Oe+00 


licit— Oil 


490 




94 


Vi \^ 1-? J. J_/ ^ O «^ J L S> < L 1 i. 


Qvn pchocvst "i s SD . PCC68n3 comolptp crenomp- 11/^^7- 




1311235-1430418 


O t; • LN u • 


(J VJ o I \J 


fontia ID 


186576 1 RICH 


Zj IlLVJo L CjO 1 


nr-'7TnfTTnri1 79'^l3l1;:(1 


Method 


BLASTX 


NCBI GI 


gl001311 


DJ-uriO J. o^^it; 


J. w o ^ 


III V a.x U.C 


X • V C X O O 


Match length 


249 


% identity 


98 




{V\^^^r\(^\ H wont ti pit ir*?^! 'PiTntf^i'i'n f ?-i\7'n Pr*!! or* \7 q t "i <=; <s,t\ 1 


Q o rr tvT 
D c: ^ • LN U • 


^ O O O / J. 


PottH -] rr T H 


1 ft 1 Rl 01 1 
XOUJ-3U x,r\x\jxx 


U iUkJO L. J_jO 1 


nr-7TnfTmn1 7?9f^f Dfial 

LIO ^XU^ XJ.t.LL> X / ^ jC> W j_ u d X 


5^ p rr N n 


7?i^^l7 


Contig ID 


186608 l.RlOll 


S * —most EST 


uC- zmf Tmo 1 7 2 2 6 dO 2 a 1 


Method 


BLASTN 


NCBI GI 


gl001396 


BLAST score 


461 


LLi V d X Lie 


0 Op+DO 


M;:5tr'Vi 1 f^TirrtH 


477 


X* XU-CilL-LLy 




KfPRT Ho Q r" -r "1 "i nn 


Q ^j'n or'lnor'X7G"l~"i C3 ars P^^^^f^fi^'^ r'nTTTo 1 o rron riTYiQ 1 R / 7 

oyiitJoxiuoy b LXo . Jr<.^i^oouo ouiupxtiLc yciiuiiiG/ xo/z/f 






Qorr Mo 
O t: • LN w » 


Z. O \J / o 


Contia ID 


186613 1 RlOll 


5* -most EST 


uC - zmf Tmo 1 7 2 2 6dl 0 a 1 


Method 


BLASTX 


NCBI GI 


gl32642 


BLAST score 


668 


E value 


3.0e-70 


Match length 


135 


% identity 


99 



39878 




NCBI Description 50S RIBOSOMAL PROTEIN LIO >gi_79728_pir_S13068 ribosomal 
protein LlO - Synechocystis sp. (PCC 6803) 
>qi 47475 emb CAA37317_ (X53178) rpllO (AA 1-173) 
[SyHechocystii PCC6803] >gi_1652496_dbj_BAA17417_ (D90906) 
SOS ribosomal protein LIO [Synechocystis sp.] 

>gi 227224_prf 1617100A ribosomal protein LIO 

[Synechocystis sp.] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286374 

186633_1.R1011 

uC-zmflmol7226fl2al 

BLASTX 

gl652948 

1059 

l.Oe-116 

199 

98 

(D90909) hypothetical protein [Synechocystis sp.] 



286375 

186647_1.R1011 

uC-zmflmol7231h04al 

BLASTN 

gl651650 

417 

O.Oe+00 

417 

100 

Synechocystis sp. PCC6803 complete genome, 



1/27, 1-133859 



286376 

186698_1.R1011 

uC-zmflmol7227el2al 

BLASTX 

gl651783 

378 

3.0e-36 

74 

97 

(D90900) arginase [Synechocystis sp.] 



Seq. No. 286377 

Contig ID 18 6727_1 . RlOll 

5 '-most EST uC-zmf Imol7230e08al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286378 

186738_1.R1011 

uC-zmflmol7 228c05al 

BLASTX 

gl001660 

709 

6.0e-75 

159 

90 

(D64002) uroporphyrin-III C-methyltransf erase 
[Synechocystis sp . ] 



39879 



# 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286379 

186740_1,R1011 

uC-zmflmol7228c08al 

BLASTX 

gl001708 

675 

l.Oe-76 

147 

100 

(D64004) NifS [Synechocystis sp»] 



Seq, No, 
Contig ID 
5 '-most EST 



286380 

186741_1.R1011 
uC-zmflmol7228c09al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286381 

186753_1.R1011 

uC-zmflmol7228dl2al 

BLASTN 

gl652127 

256 

l.Oe-142 

264 

99 

Synechocystis sp. PCC6803 complete genome, 5/27, 
524346-630554 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 



286382 

186768_1.R1011 

uC-zmflmol7228fl0al 

BLASTX 

g2492510 

923 

l.Oe-100 

184 

99 

CELL DIVISION PROTEIN FTSH HOMOLOG 
>gi_1001602_dbj_BAA10230_ (D64000) 
FtsH [Synechocystis sp.] 

286383 

186769_1.R1011 
uC-zmflmol7228fllal 



cell division protein 



Seq. No. 
Contig ID 
5 '-most EST 



286384 

186770_1.R1011 
uC-zmflmol7228fl2al 



Seq. No. 

Contig ID 
5 '-most EST 



286385 

186845_1.R1011 
uC-zmflmol7255f07al 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



286386 

186932_1.R1011 

uC-zmflmol7231c08al 

BLASTX 

gl651951 



39880 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



635 

l.Oe-66 

127 
97 

(D90901) hypothetical protein [Synechocystis sp.] 
286387 

186945_1.R1011 

uC-zmflmol7231e03al 

BLASTX 

g2506463 

754 

2.0e-80 

151 

97 

FERREDOXIN-DEPENDENT GLUTAMATE SYNTHASE 2 (FD-GOGAT) 
>gi_1100774_dbj_BAA11379__ (D78371) f erredoxin-dependent 
glutamate synthase [Synechocystis sp.] 

>gi_1653782_dbj_BAA18693__ (D90916) f erredoxin-dependent 
glutamate synthase [Synechocystis sp.] 

286388 

186952_1.R1011 

uC-zmflmol7231el2al 

BLASTX 

g3122377 

491 

9.0e-50 

87 
100 

PROBABLE LIPOATE-PROTEIN LIGASE B (LIPOATE BIOSYNTHESIS 
PROTEIN B) >gi_1653711_dbj_BAA18623_ (D90915) LipB 
[Synechocystis sp.] 

286389 

186954_1.R1011 

uC-zmflmol7231f02al 

BLASTX 

g2500624 

645 

l.Oe-67 

135 

96 

DNA-DIRECTED RNA POLYMERASE DELTA CHAIN 
>gi_1652442_dbj_BAA17364_ (D90905) RNA polymerase beta 
prime subunit [Synechocystis sp.] 



Seq. No. 286390 

Contig ID 186964_1 . RlOll 

5 '-most EST uC-zmf Imol7231g06al 

Method BLASTX 

NCBI GI gl653894 

BLAST score 850 

E value l.Oe-91 

Match length 169 

% identity 96 

NCBI Description (D90917) antiviral protein [Synechocystis sp.] 



39881 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286391 

186993_1.R1011 

uC-zmflmol7233c01al 

BLASTX 

g4539452 

723 

l.Oe-76 

182 

(AL04 9500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



286392 

187010_1.R1011 
ymt700222088.hl 



Seq. No. 

Contig ID 
5 '-most EST 



286393 

187018__1.R1011 
uC-zmflmol7233el0al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286394 

187045_1.R1011 

uC-zmflmol7233h07al 

BLASTX 

g4454465 

323 

l.Oe-29 

169 

37 

(AC006234) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



286395 

187115_1.R1011 
uC-zmflmol7234g08al 



Seq. No. 

Contig ID 
5 '-most EST 



286396 

187135_1.R1011 
gwl700613631.hl 



Seq. No. 
Contig ID 
5 '-most EST 



286397 

187148_1.R1011 
hvj700619166.hl 



Seq. No. 

Contig ID 
5 '-most EST 



286398 

187156_1.R1011 
uC-zmflmol7236e01al 



Seq. No. 

Contig ID 
5 '-most EST 



286399 

187187_1.R1011 
uC-zmflmol7334h09al 



Seq. No. 
Contig ID 
5 '-most EST 



286400 

187188_1.R1011 
uC-zmflmol7238a04al 



Seq. No. 



286401 



39882 



Contig ID 

5 '-most EST 

Method 

MCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



187192_1.R1011 

uC-zmflmol7238al0al 

BLASTX 

g4335739 

216 

2.0e-17 

69 
59 

(AC006248) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



286402 

187205_1.R1011 
uC-zmflmol74 03clOal 



Seq. No. 
Contig ID 
5 '-most EST 



286403 

187302_1.R1011 
uC-zmflmol7239g01al 



Seq. No. 

Contig ID 
5 '-most EST 



286404 

187344_1,R1011 
uC-zmflmol7368d07al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286405 

187376_1.R1011 

zla700380628.hl 

BLASTX 

g4510387 

176 

9.0e-13 

50 
66 

(AC007017) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



286406 

187393_1.R1011 
uC--zmflmol7241a08bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286407 

187400_2.R1011 

pmx700086424.hl 

BLASTX 

g4164149 

490 

2.0e-49 

166 
65 

(AB014056) iron-superoxide dismutase [Oryza sativa] 



Seq. No. 
Contig ID 
5 '-most EST 



286408 

187403_1.R1011 
xsy700211344.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



286409 

187492_1.R1011 

uC-zmflmol7241hl2bl 

BLASTX 

g4467137 



39883 



9 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



248 

4.0e-21 

99 
53 

(AL035540) 



putative protein [Arabidopsis thaliana] 



286410 

187497_1.R1011 
uC-zmflmol7243a06al 



Seq. No. 

Contig ID 
5 '-most EST 



286411 

187498_1.R1011 
uC-zmflmol724 3a08al 



Seq, No. 

Contig ID 
5 '-most EST 



286412 

187502_1.R1011 
uer700581002.hl 



Seq. No. 

Contig ID 
5 '-most EST 



286413 

187578_1.R1011 
ceu700425717,h2 



Seq, No. 
Contig ID 
5 '-most EST 



286414 

187590_1.R1011 
uC-zmflmol7244f06al 



Seq. No. 
Contig ID 
5 '-most EST 



286415 

187591_1.R1011 
uC-zmflmol724 4f07al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



286416 

187678_1.R1011 

uC-zmflmol7 247b06al 

BLASTX 

g2244876 

488 

3.0e-49 

154 
66 

(Z97338) hypothetical protein [Arabidopsis thaliana] 
286417 

187753__1.R1011 
uC-zmflmol7248e06al 



Seq. No. 
Contig ID 
5 '-most EST 



286418 

187817_1.R1011 
uC-zmflmol7 310c08al 



Seq. No. 
Contig ID 
5 '-most EST 



286419 

187887_1.R1011 
uC-zmflmol7250e01al 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



286420 

188027__1.R1011 

uC-zmflmol7253a04al 

BLASTN 



39884 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

KCBI Description 



gl652492 
327 

O.Oe+00 

395 

96 

Synechocystis sp. 
920916-1056466 



PCC6S03 complete genome, 8/27, 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

WCBI GI 

BLAST score 

E value 

Match length 

% identity 

ISICBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



286421 

188036_1.R1011 

uC- zmf Imo 17253b07al 

BLASTX 

gl001157 

708 

6.0e-75 

132 
98 

(D64001) hypothetical protein [Synechocystis sp.] 
286422 

188061_1.R1011 
uC-zmflmol7253f03al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

ISICBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286423 

188067_1.R1011 

uC-zmflmol7253g04al 

BLASTN 

gl651650 

480 

O.Oe+00 

492 

100 

Synechocystis sp. PCC6803 complete genome, 1/27, 1-133859 
286424 

188078_1.R1011 

uC-zmflmol7255a04al 

BLASTN 

gl652360 

386 

O.Oe+00 

410 

99 

Synechocystis sp. PCC6803 complete genome, 7/27, 
781449-920915 



Seq. No. 

Contig ID 
5 '-most EST 



286425 

188137_1.R1011 
uC-zmflmol7256c06bl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



286426 

188202_1,R1011 

uC-zmflmol7258f01al 

BLASTX 

g3386605 

219 

l.Oe-17 



39885 



Match length 

% identity 

NCBI Description 



58 
69 



{AC004665) hypothetical protein [Arabidopsis thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 



286427 

188224_1.R1011 
uC-zmflmol7260c01al 



Seq. No. 

Contig ID 
5 '-most EST 



286428 

188235_1.R1011 
uC-zmflmol737 7b02al 



Seq. No. 
Contig ID 
5 '-most EST 



286429 

188256_1,R1011 
uC-zmflmol7260fl0al 



Seq. No. 
Contig ID 
5 '-most EST 



286430 

188388_1.R1011 
uC-2mflmol7263g04a2 



Seq. No. 

Contig ID 
5 '-most EST 



286431 

188538_1.R1011 
uC-zmflmol7264hl2al 



Seq. No. 
Contig ID 
5 '-most EST 



286432 

188542_1.R1011 
uC-zmflmol7 265a03a2 



Seq. No. 
Contig ID 
5 '-most EST 



286433 

188544_1.R1011 
uC-zmflmol7265a05al 



Seq. No. 
Contig ID 
5 '-most EST 



286434 

188558_1.R1011 
uC-zmflmol727 9gl2al 



Seq. No. 
Contig ID 
5 '-most EST 



286435 

188645_1.R1011 
uC-2mflmol7265g09a2 



Seq. No. 
Contig ID 
5 '-most EST 



286436 

188669__1.R1011 
uC-zmflmol7 42 6c04al 



Seq. No. 

Contig ID 
5 '-most EST 



286437 

188709_1.R1011 
uC-zmflmol7 2 66g0 6al 



Seq. No. 

Contig ID 
5 '-most EST 



286438 

188822__1.R1011 
uC-zmflmol7268gl2al 



Seq. No. 
Contig ID 
5 '-most EST 



286439 

188841_1.R1011 
uC-zmrob73059c05al 



Seq. No. 



286440 



39886 



Contig ID 
5 '-most EST 



188850__1.R1011 
uC-zmflmol7269dllal 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



286441 

188886_1.R1011 

uC-zmflmol7270bl2al 

BLASTX 

g4455302 

511 

l.Oe-51 

120 

79 

(AL035528) putative protein [Arabidopsis thaliana] 
286442 

188886_2.R1011 

ceu700427608.hl 

BLASTX 

g4455302 

380 

6.0e-37 

90 
74 

{AL035528) putative protein [Arabidopsis thaliana] 
286443 

188920_1.R1011 
uC-zmflmol7394bl0al 



Seq. No. 
Contig ID 
5 '-most EST 



286444 

189010_1.R1011 
uer700582574.hl 



Seq. No. 

Contig ID 
5 '-most EST 



286445 

189034_1.R1011 
uC~zmflmol7274a02al 



Seq. No. 

Contig ID 
5 '-most EST 



286446 

189129_1.R1011 
uC-zmflmol7275h02al 



Seq. No. 

Contig ID 
5 '-most EST 



286447 

189192_1.R1011 
uC--zmflmol7278a07al 



Seq. No. 

Contig ID 
5 '-most EST 



286448 

189198_1.R1011 
rvt700550576.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



286449 

189232_1.R1011 

uC-zmflmol727 9d01al 

BLASTX 

gl36632 

487 

3.0e-49 

133 



39887 



% identity 

NCBI Description 



77 

UBIQUITIN-ACTIVATING ENZYME El 1 >gi_10084 l_pir ^A38373 

ubiquitin — protein ligase (EC 6.3.2.19) El - wheat 

>gi_285451_pir ^A42873 ubiquitin-activating enzyme El, UBAl 

- Wheat >gi_170780 (M55604) ubiquitin-activating enzyme El 
[Triticum aestivum] 



Seq. No. 
Contig ID 
5 '-most EST 



286450 

189241__1*R1011 
uC-zmflmol727 9e05al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 
Contig ID 
5 '-most EST 



286451 

189253^1. RlOll 
uC-zmflmol727 9g05al 

286452 

189308_1.R1011 
cjh700195290.hl 

286453 

189368__1.R1011 

ymt700221196.hl 

BLASTX 

g3132825 

819 

5.0e-88 

156 

99 

{AF063403) putative cytosine-5 DNA methyltransf erase [Zea 
mays] 

286454 

189387_1.R1011 
uC-zmflmol7281fl0bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



286455 

189396_1,R1011 
uC-zmflmol7281g06bl 

286456 

189511_1.R1011 
uC-zmflmol728 6e01al 



Seq. No. 
Contig ID 
5 '-most EST 



286457 

189549^1. RlOll 
uC-zmflmol7287allal 



Seq. No. 

Contig ID 
5 '-most EST 



286458 

189584_1.R1011 
uC-zmflmol7287el2al 



Seq. No. 

Contig ID 
5 '-most EST 



286459 

189585^1, RlOll 
uC-zmflmol7287f01al 



Seq. No. 
Contig ID 



286460 

189618 l.RlOll 



39888 



5 '-most EST 



dyk700106613,hl 



Seq. No. 

Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



286461 

189647_1.R1011 
uC- zmf Imo 1 7 2 8 9d0 7 a 1 

286462 

189727_1.R1011 
hvj700620945.hl 

286463 

189801_1.R1011 
uC-zmflmol7344a01al 

286464 

189814_1.R1011 
uC-zmflmol7291g01al 

286465 

189858_1.R1011 
uC-zmflmol7292c04al 

286466 

189896_1.R1011 
uC-zmflmol742 6c02al 

286467 

189925_1.R1011 
uC-zmflmol7300c02al 

286468 

189937__1.R1011 
uC- zmf Imo 17300dl0al 

286469 

189952_1.R1011 
uC-zmflmol7300f05al 

286470 

190078_1.R1011 
uC-zmflmol7302g02al 

286471 

190100_1.R1011 
xsy700211019.hl 

286472 

190110_1.R1011 
cat700021583.rl 
BLASTX 
g2982283 
158 

2.0e-10 
44 
66 

(AF051226) PREG-like protein [Picea mariana] 



39889 



Seq. No. 

Contig ID 
5^ -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 » -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 




286473 

190115__1.R1011 
xmt700265460.hl 

286474 

190195_1.R1011 
uC-zmflmol7305d07al 

286475 

190224_1.R1011 
uC-zmflmol7305g04al 

286476 

190239_1.R1011 
cat700018620.rl 

286477 

190253_1.R1011 

uC-zmflmol730 6b02al 

BLASTX 

gl076288 

323 

7.0e-30 

83 

69 

amino acid permease 
286478 

190339_1.R1011 
uC-zmflmol7365b07al 

286479 

190435_1.R1011 
uC-zmflmol7311f02al 

286480 

190508_1.R1011 
uC-zmf Imol7315al0al 

286481 

190526__1.R1011 
gct701174396.hl 

286482 

190618_1.R1011 
gct701175363.hl 

286483 

190643_1.R1011 
rvt700551909.hl 

286484 

190644_1.R1011 
uC-zmflmol7317c03al 

286485 

190654 l.RlOll 




- Arabidopsis thaliana 



39890 



# 



5* -most EST 



uC-zmflmol7317d01al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286486 

190739_1.R1011 
uC-zmflmol7318e08al 

286487 

190749_1.R1011 
uC-zmflmol7318f07al 

286488 

190793_1.R1011 
uC-zmflmol7319bllal 

286489 

190831_1.R1011 

uC-zmrob73062f02al 

BLASTX 

g2580499 

328 

3.0e-30 

76 
80 

{U67186) NADPH: ferrihemoprotein oxidoreductase 
[Eschscholzia californica] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



286490 

190834_1.R1011 
uC-zmflmol7 319g01al 

286491 

190878_1.R1011 
uC-zmflmol7 320c05al 



Seq. No. 

Contig ID 
5 '-most EST 



286492 

190907_1.R1011 
uC-zmflmol7320f02al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



286493 

190921_1.R1011 
uC-zmflmol7320g07al 

286494 

190983_1.R1011 
uC-zmflmol7 321e09al 



Seq. No. 
Contig ID 
5 '-most EST 



286495 

190986_1.R1011 
uC-zmflmol7 321el2al 



Seq. No, 
Contig ID 
5 '-most EST 



286496 

191014_1.R1011 
uC-zmromol7107allal 



Seq. No. 
Contig ID 
5 '-most EST 



286497 

191049_1.R1011 
uC-zmflmol7 322e01al 



39891 



Seq. No. 


OQaA QQ. 
Z O 0 4 -? 0 


Contig ID 


191051 l.RlOll 


5^ -most EST 


gct701173428.h2 


Seq. No. 


286499 


Contig ID 


191085 l.RlOll 


5 '-most EST 


uC-zmrob7 3057h03al 


Seq. No. 


286500 


Contig ID 


191130 l.RlOll 


5 '-most EST 


uC-zmflmol7323e08al 


Metnoa 


l3J_iriiO 1 LN 


NCBI GI 


g498772 


BLAST score 


43 


E value 


5. Oe-15 


Match length 


/ y 


% identity 


89 


NCBI Description 


Z.mays (cv DH5xDH7 ) 


Seq. No. 


Z O D 0 U ± 


Contig ID 


191138 l.RlOll 


5 '-most EST 


ceu700431789.hl 


Seq. No. 


O Q /T c fi O 


Contig ID 


191208 l.RlOll 


5 '-most EST 


ypc700803983.hl 


Seq. No. 


O Q ^ c n Q 


Contig ID 


191255 l.RlOll 


5 '-most EST 


cat700020331.rl 


Seq. No. 


286504 


Contig ID 


191258 l.RlOll 


5 '-most EST 


ceu700433844.hl 


Seq. No. 


286505 


Contig ID 


191259 l.RlOll 


5 '-most EST 


uC-zmflmol7326b05al 


Method 


rjljiio 1 A 


NCBI GI 


g2832643 


BLAST score 


292 


E value 


2.0e-26 


Match length 


Til 
11/ 


% identity 


50 


NCBI Description 


(AL021710) hypothet 


Seq. No. 


o o r a r\ c 
ZO DOUo 


Contig ID 


191339 l.RlOll 


5 '-most EST 


uC-zmflmol7327d04al 


Seq. No. 


286507 


Contig ID 


191359 l.RlOll 


5 '-most EST 


uC-zmflmol7327f04bl 


Seq. No. 


286508 


Contig ID 


191472_1.R1011 



39892 



• 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflitiol7329a08al 

BLASTX 

gl491615 

184 

2.0e-13 

117 

38 

(X99923) male sterility 2-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



286509 

191487_1.R1011 
nbm700465055,hl 



Seq. No. 

Contig ID 
5 '-most EST 



286510 

191541_1.R1011 
uC-zmflmol7329h09al 



Seq. No. 
Contig ID 
5 '-most EST 



286511 

191569__1.R1011 
uC-zmflmol7330c07al 



Seq. No. 
Contig ID 
5 '-most EST 



286512 

191573_1.R1011 
uC-zmflmol7330cllal 



Seq. No. 
Contig ID 
5 '-most EST 



286513 

191647_1.R1011 
uC-zmflmol7331d05al 



Seq. No. 
Contig ID 
5 '-most EST 



286514 

191721_1.R1011 
uC-zmflmol7332e02al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286515 

191736_1.R1011 

uC-zmflmol7332f07al 

BLASTX 

g3914486 

176 

9.0e-13 

80 
42 

PUTATIVE PSEUDOURIDYLATE SYNTHASE { PSEUDOURIDINE SYNTHASE) 
>gi_2347206 (AC002338) pseudouridine synthase isolog 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



286516 

191845_1.R1011 
uC-zmflmol7334c02al 



Seq. No. 

Contig ID 
5 '-most EST 



286517 

191869_1.R1011 
uC-zmflmol7334e06al 



Seq. No. 

Contig ID 



286518 

191956 l.RlOll 



39893 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



pmx700089967.hl 

BLASTX 

g228215 

214 

2.0e-17 

43 

100 

dihydrodipicolinate synthase [Zea mays] 



Seq. No. 

Contig ID 
5 '-most EST 



286519 

192001_1.R1011 
nbm700467537.hl 



Seq. No. 
Contig ID 
5 '-most EST 



286520 

192037_1.R1011 
uC~zmflmol7 336f04al 



Seq, No. 

Contig ID 
5 '-most EST 



286521 

192055_1.R1011 
uC-zmflmol7 336gl2al 



Seq. No. 

Contig ID 
5 '-most EST 



286522 

192075_1.R1011 
uC-zmflmol7337b03al 



Seq. No. 

Contig ID 
5 '-most EST 



286523 

192155_1.R1011 
uC-zmflmol7338c08bl 



Seq. No. 
Contig ID 
5 '-most EST 



286524 

192171_1.R1011 
uC-zmflmol7338g08bl 



Seq, No. 
Contig ID 
5 '-most EST 



286525 

192207_1,R1011 
uC-zmflmol7339d04al 



Seq. No. 
Contig ID 
5 '-most EST 



286526 

192212_1,R1011 
uC-zmflmol7339dl0al 



Seq. No. 

Contig ID 
5 '-most EST 



286527 

192216__1.R1011 
uC-zmflmol7 339e03al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286528 

192237_1.R1011 

uC--zmflmol7399bllal 

BLASTX 

gl352469 

522 

4.0e-53 

105 

97 

BETA-FRUCTOFURANOSIDASE, CELL WALL ISOZYME PRECURSOR 
( SUCROSE- 6-PHOSPHATE HYDROLASE) (INVERTASE) >gi_736359 
(U17695) invertase [Zea mays] >gi_1582380_prf 2118364A 



39894 



cell wall invertase [Zea mays] 



Seq. No. 
Contig ID 
5^ -most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



286529 

192244_1.R1011 
uC- zmr Ob 73-064dl0al 

286530 

192393_1.R1011 
uC-zmflmol7341g08al 

286531 

192399_1.R1011 

uC-zmflmol7341h02al 

BLASTX 

g3820648 

147 

2.0e-09 

48 

58 

(Y12636) allene oxide synthase [Arabidopsis thaliana] 
286532 

192424_1.R1011 

uC- zmf lmol7 3 4 2b0 9al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



286533 

192482_1.R1011 
nbm700475986.hl 

286534 

192492_1.R1011 
gwl700618204,hl 

286535 

192495_1.R1011 
uC-zmflmol7 343cl2al 



Seq. No. 
Contig ID 
5 '-most EST 



286536 

192514_1.R1011 
uC-zmflmol7 34 3g07al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



286537 

192664__1.R1011 

uC-zmflmol7351el2al 

BLASTX 

g2190419 

803 

8.0e-86 

179 

82 

(Y13632) dem [Lycopersicon esculentum] 
286538 

192698_1.R1011 
uC-zmf lmol7352cllal 



Seq. No. 



286539 



39895 



9 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



192706_1.R1011 

uC-zmflmol7352f05al 

BLASTN 

g3452302 

41 

l.Oe-13 

189 

82 

Zea mays retrotransposon Milt 
286540 

192736_1.R1011 
uC-zmflmol7353el0al 



3' LTR, partial sequence 



Seq. No. 
Contig ID 
5 '-most EST 



286541 

192770_1.R1011 
uC-zmflmol7354b05al 



Seq. No. 

Contig ID 
5 '-most EST 



286542 

192812_1.R1011 
uC-zmflmol7354fl0al 



Seq. No. 
Contig ID 
5 '-most EST 



286543 

192833_1.R1011 
uC-zmf Imol7355a06al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286544 

192840_1.R1011 

uC-zmflmol7355b08al 

BLASTX 

g2749982 

263 

8.0e-23 

155 
40 

(AF036705) Similar to phytoene desaturase; coded for by C. 
elegans cDNA CEESX7 4F; coded for by C. elegans cDNA 
yk303f4.3; coded for by C, elegans cDNA yk257d4.3; coded 
for by C. elegans cDNA yk303f4.5; coded for by C. elegans 
cDNA yk257d4.5; 

286545 

192877_1.R1011 

cyk700051284 .fl 

BLASTX 

g2832661 

279 

5.0e-25 

89 

70 

(AL021710) pherophorin - like protein [Arabidopsis 
thalianal 



Seq. No. 
Contig ID 
5 '-most EST 



286546 

192893_1.R1011 
uC-zmflmol7355hllal 



39896 



(I 



Seq, No. 

Contig ID 
5 '-most EST 



286547 

192897_1.R1011 
uC-zmflmol7356e02al 



Seq. No. 
Contig ID 
5 '-most EST 



286548 

192917__1.R1011 
tfd700574462.hl 



Seq. No. 
Contig ID 
5 '-most EST 



286549 

192990_1.R1011 
uC-zmflmol7357cil0al 



Seq. No, 

Contig ID 
5 '-most EST 



286550 

193010_1.R1011 
hbs701185306.hl 



Seq. No. 
Contig ID 
5 '-most EST 



286551 

193102_1.R1011 
uC-zmflmol7360a09al 



Seq. No. 
Contig ID 
5 '-most EST 



286552 

193156_1.R1011 
uC-zmflmol7366a02al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



286553 

193157_1.R1011 

uC-zmromol7010b01al 

BLASTX 

g2131352 

197 

3.0e-24 

168 
37 

hypothetical protein YDL166c - yeast (Saccharomyces 
cerevisiae) >gi_10 61273_emb__CAA91580_ (Z677 50) putative 
protein [Saccharomyces cerevisiae] 
>gi_1431264__emb_CAA98740_ (Z74214) ORF YDL166c 
[Saccharomyces cerevisiae] 

286554 

193160__1.R1011 
clt700043889.fl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



286555 

193168_1.R1011 
dyk700102661.hl 

286556 

193203^1, RlOll 
ntr700075532.hl 



Seq. No. 

Contig ID 
5 '-most EST 



286557 

193230_1.R1011 
uC-zmflmol7363f08al 



Seq. No. 
Contig ID 



286558 

193241 l.RlOll 



39897 



5 '-most EST 



uC-zmflmol7363d05al 



Seq. No, 
Contig ID 
5 '-most EST 



286559 

193340_1.R1011 
uC-zinflmol7365fo08al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286560 

193425_1.R1011 
uC-zmflmol7366f 12al 

286561 

193432_1,R1011 
uC-zmflmol7366h04al 

286562 

193464_1.R1011 
wyr700239269.hl 

286563 

193484_1.R1011 

uC-zmflmol7367fllal 

BLASTN 

g2586142 

41 

l.Oe-13 

53 
94 

Musa aciiminata ripening-associated protein mRNA, partial 
cds 



Seq. No. 
Contig ID 
5 '-most EST 



286564 

193522_1.R1011 
uC-zmflmol7368bllal 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



286565 

193599__1.R1011 
uC-zmflmol7370ellal 

286566 

193640_1.R1011 
uC-zmflmol7371d04al 

286567 

193656^1. RlOll 
tzu700202783,hl 



Seq. No. 

Contig ID 
5 '-most EST 



286568 

193670_1,R1011 
uC-zmflmol737 4a0 8al 



Seq. No. 
Contig ID 
5 '-most EST 



286569 

193678_1.R1011 
uC-zmflmol7 37 6ellal 



Seq. No, 
Contig ID 
5 '-most EST 



286570 

193728_1,R1011 
hvj700620123.hl 



39898 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3875462 

144 

5.0e-09 

68 

49 

(Z68341) Similarity to Yeast antiviral protein SKI2 
(SW:SKI2_YEAST) ; cDNA EST EMBL:D33772 comes from this gene 
cDNA EST EMBL:D36688 comes from this gene; cDNA EST 
yk272d3.3 comes from this gene; cDNA EST yk272d3.5 comes 
from t 



Seq. No. 

Contig ID 
5* -most EST 



286571 

193737_1.R1011 
uC-zmflmol7375b01al 



Seq. No. 
Contig ID 
5 '-most EST 



286572 

193748_1.R1011 
uC-zmflmol7375cl2al 



Seq, No. 

Contig ID 
5 '-most EST 



286573 

193754__1.R1011 
uC-zmflmol7375d09al 



Seq. No. 

Contig ID 
5 '-most EST 



286574 

193782_1.R1011 
uC-zmrob73049h07al 



Seq. No. 

Contig ID 
5 '-most EST 



286575 

193848_1.R1011 - 
uC-zmflmol737 6gl2al 



Seq. No. 

Contig ID 
5 '-most EST 



286576 

193881_1.R1011 
pmx700090328.hl 



Seq. No. 

Contig ID 
5 '-most EST 



286577 

193884_1.R1011 
gct701174344.hl 



Seq. No. 

Contig ID 
5 '-most EST 



286578 

193895_1.R1011 
uC-zmflmol7377e08al 



Seq. No. 

Contig ID 
5 '-most EST 



286579 

193946_1.R1011 
uC-2mflmol7380d03al 



Seq. No. 

Contig ID 
5 '-most EST 



286580 

193996_1.R1011 
uC-2mflmol7382ellal 



Seq. No. 

Contig ID 
5 '-most EST 



286581 

194025_1.R1011 
xyt700342842.hl 



Seq. No. 



286582 



39899 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



194034^1. RlOll 
uC-zmflmol7 391cl0al 

286583 

194065_1.R1011 
uC-zmflmol7391hl0al 

286584 

194070_1.R1011 

uC-zmflmol73 93a04al 

BLASTX 

g2655098 

211 

7.0e-17 

89 
49 

(AF023472) peptide transporter [Hordeum vulgare] 
286585 

194119_1.R1011 
uC-zmflmol7425el2al 

286586 

194151_1.R1011 
gct701168693.hl 

286587 

194184_1.R1011 
uC-zmflmol7394e05al 

286588 

194195_1.R1011 
uC-zmflmol7394f06al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



286589 

194245_1.R1011 
uC-zmflmol7395cl2al 

286590 

194273_1.R1011 

uC-zmflmol7395fl2al 

BLASTX 

g3169180 

341 

6.0e-32 

88 
68 

(AC004401) putative casein kinase II catalytic subunit 
[Arabidopsis thaliana] 

286591 

194274_1.R1011 
xdb700337628.hl 

286592 

194390_1.R1011 
uC-zmflmol7397c02al 
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Contig ID 


194427 l.RlOll 


5 '-most EST 


uC-zmflmol7397g03al 


beq» wo. 


d^o \j ^ z? '± 


Contig ID 


194430 l.RlOll 


5 '-most EST 


uC-zmflmol7397g06al 


Seq. No. 


286595 


Contig ID 


194483 l.RlOll 


5 '-most EST 


cat700017104.rl 


Seq. No. 


286596 


Contig ID 


194488 l.RlOll 


5 '-most EST 


uC-zmflmol7398f02al 


Method 


BLASTX 


NCBI GI 


gll71814 


BLAST score 


541 


E value 


2.0e-55 


Match length 


128 


% identity 


87 


NCBI Description 


NADH-PLASTOQUINONE 



CHLOROPLAST 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 



[Zea mays] 
286597 

194509_1.R1011 
rvt700549443.hl 

286598 

194526_1.R1011 
uC-zmflmol7399b04al 

286599 

194530_1.R1011 
uC-zmflmol7399b08al 

286600 

194622_1.R1011 

uC-zmromol7008a03al 

BLASTN 

gll957 

39 

2.0e-12 

43 

98 

Rice complete chloroplast genome 
286601 

194646_1.R1011 
uC-zmromol7 010b02al 

286602 

194725_1.R1011 
uC-zmflmol7404a01al 
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Seq. No. 
Contig ID 
5 '-most EST 



286603 

194736_1.R1011 
ceu700428932.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 



286604 

194849_1.R1011 
uC-zmflmol7407hl2al 

286605 

194861_1.R1011 
uC-zmflmol7408b03al 

286606 

194875_1.R1011 

uC- zmf lmol7 4 0 8d0 4 a 1 

286607 

194941_1.R1011 

uC-zmflmol7418ellal 

BLASTN 

g22243 

40 

5.0e-13 

116 

84 

Zea mays Cinl repeat from Cinl middle repetitive family 
286608 

194945_1.R1011 

uC-zmrob73057h05al 

BLASTX 

g3641838 

370 

2.0e-35 

133 
56 

(AL023094) putative protein (fragment) [Arabidopsis 
thaliana] 

286609 

194962_1.R1011 
uC-zmflmol7417fl0al 

286610 

194971_1.R1011 
uC-zmflmol7418gl0al 

286611 

195031_1.R1011 
uC-zmflmol7418f08al 

286612 

195089_1.R1011 
gct701179008.hl 

286613 

195147 l.RlOll 
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5 '-most EST 


uC-zmf Imol7420e09al 


Seq. No. 


286614 


Contig ID 


195223 1,R1011 


5 '-most EST 


uC-zmflmol7 421e03al 


Seq. No. 


286615 


Contig ID 


195224 l.RlOll 


5 '-most EST 


wyr700239557 .hi 


Method 


BLASTX 


NCBI GI 


g2582351 


BLAST score 


165 


E value 


3.0e-ll 


Match length 


73 


% identity 


44 


NCBI Description 


{AF018639) unknown [ 


Seq. No. 


286616 


Contig ID 


195275 l.RlOll 


5 '-most EST 


uC-zmf Imol7 424b08al 


Seq. No. 


286617 


Contig ID 


195321_1.R1011 


5 ' -most EST 


nr-7mf 1 mnT74?4fOfia1 


Seq. No. 


286618 


Contig ID 


195412 l.RlOll 


5 ' -most EST 


uC-zmrob73053aQ8al 


Seq. No. 


286619 


Contig ID 


195427_1.R1011 


S ' —most E^^T 


UlV^ i£jllLJ LllLW J. / ^ £^ VJ U. ^ d. J. 


Spa No 


286620 


Contig ID 


195431 1 RlOll 


5 '-most EST 


uC- zmf Tmo 17426a07al 


Seq. No. 


286621 


Contig ID 


195483 l.RlOll 


5 '-most EST 


uC-zmf lmcl7 426f 09al 


Method 


BLASTX 


NCBI GI 


g2244989 


BLAST score 


170 


E value 


7.0e-13 


Match length 


65 


% identity 


53 


NCBI Description 


(Z97340) strong simi 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



286622 

195600_1. RlOll 
uC-zmflmol7 428c06al 



Seq. No. 
Contig ID 
5 '-most EST 



286623 

195682_1. RlOll 
uC-zmromol7026e05al 
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Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286624 

195709_1.R1011 
uC-zmrob73002h03al 

286625 

195733_1.R1011 
uC-zmrob73006b09al 

286626 

195737_1.R1011 

uC-zmrob73006c01al 

BLASTX 

gl732513 

167 

l.Oe-11 
39 

77 . ^ . 

(U62743) snapdragon myb protein 305 homolog [Arabidopsxs 

thaliana] 
286627 

195762_1.R1011 
uC-zmrob73006e07al 

286628 

195763__1.R1011 
uC-zmrob73006f09al 

286629 

195798_1.R1011 

uC-zmrob73012e03bl 

BLASTX 

g3860263 

298 

8.0e-27 

126 

49 

(AC005824) putative cytochrome p450 protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



286630 

195821_1.R1011 
uC-zmrob73016h01al 

286631 

195847_1.R1011 
ceu700431555.hl 

286632 

195884_1.R1011 

uC-zmrob73022c03al 

BLASTX 

g3258575 

398 

l.Oe-38 

105 

72 
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NCBI Description 



(U89959) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



286633 

195885_1,R1011 
uC-zmroinol7104c02al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



286634 

195889_1.R1011 
uC-zmrob73022cl0al 

286635 

195893_1.R1011 

uC-zmrob73022d0 6al 

BLASTX 

g4581139 

379 

3.0e-36 

145 

46 

(AC006919) putative ABC transporter [Arabidopsis thaliana] 
286636 

195911_1.R1011 
uwc700152738.hl 



Seq. No. 
Contig ID 
5 '-most EST 



286637 

195928_1.R1011 
uC-zmrob73052al0al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



286638 

195942_1.R1011 
uC-zmrob73023c04al 

286639 

195954_1.R1011 
uC-zmrob73023glOal 

286640 

195959_1.R1011 
vux700156993.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286641 

195974_1.R1011 
uC-zmromol7011d02al 

286642 

195986_1.R1011 

uC-zmrob73035d07al 

BLASTX 

gl402920 

403 

3.0e-39 

139 

58 

(X98321) peroxidase [Arabidopsis thaliana] 



Seq. No. 



286643 
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Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



196003_1.R1011 
uC-zmromol7111bl0al 

286644 

196005_1.R1011 
uC-zmrob73024g01al 

286645 

196026_2.R1011 

tfd700575784.hl 

BLASTX 

g3641661 

166 

9.0e-12 

43 

81 

(AB008519) high affinity nitrate transporter [Oryza sativa] 
286646 

196029_1.R1011 
uC-zmrob73033c04al 

286647 

196049_1.R1011 
uC-zmrob73033gllal 

286648 

196084_1.R1011 
uC-zmrob73034f02al 

286649 

196087_1.R1011 

uC-zmromol7066f llal 

BLASTX 

g3335359 

218 

3.0e-22 

101 

57 

{AC003028) unknown protein [Arabidopsis thaliana] 



286650 

196094_1.R1011 

uC-zmrob73034g03al 

BLASTX 

g2920654 

479 

6.0e-48 

121 
69 

(AF047697) putative high-pl laccase 



[Oryza sativa] 



286651 

196103_1.R1011 
uC-2mrob73034hlOal 



Seq. No. 



286652 
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Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196107_1.R1011 

uC-zmrob73061gl0al 

BLASTX 

gl890311 

220 

7.0e-18 

69 
67 

(Y11789) peroxidase ATP23b [Arabidopsis thaliana] 
286653 

196109_1.R1011 
uC-zmrob73035a07al 

286654 

196127^1. RlOll 

xdb700341995.hl 

BLASTX 

gl064998 

142 

8.0e-09 

27 
100 

Nitrate Reductase (Cytochrome B Reductase Fragment) 
(E.C,1.6.6.1) Complexed With Fad And Adp 
>gi 1065382_pdb_2CND_ Nadh-Dependent Nitrate Reductase 
(Cytochrome B Reductase Fragment) (E.C.I. 6. 6.1) Complexed 
With Fad (Synchrotron X-Ray Diffraction) 

286655 

196136_1.R1011 

uC-zmrob73035e01al 

BLASTX 

g3406742 

226 

2.0e-18 

80 
46 

(AF017990) Fkbp39p [Schizosaccharomyces pombe] 
>gi_4456817_emb_CAB37433.1_ (AL035548) Peptidyl Prolyl 
cis-trans isomerase [Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 
5 '-most EST 



286656 

196149_1.R1011 
uC-zmrob73035f07al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



286657 

196156_1.R1011 
uC-zmromol7088e01al 

286658 

196182_1,R1011 
uC-zmromol7098g09al 



Seq. No. 
Contig ID 
5 '-most EST 



286659 

196192_1.R1011 
uC-zmrob73037hl0al 
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# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4539383 

514 

3.0e-52 

155 

65 

(AL035526) putative protein (fragment) 
thaliana] 



[Arabidopsis 



Seq. No, 
Contig ID 
5 '-most EST 



286660 

196229_1.R1011 
hvj700622322.hl 



Seq. No, 
Contig ID 
5^ -most EST 



286661 

196239_1.R1011 
uC- zmrobV 3 0 3 9h0 9al 



Seq* No. 
Contig ID 
5 '-most EST 



286662 

196288_1.R1011 
uC-zmrob7 304 4g05al 



Seq. No. 

Contig ID 
5 '-most EST 



2B6663 

196303^1. RlOll 
uC-zmrob73045a05al 



Seq. No, 
Contig ID 
5 '-most EST 



286664 

196321_1.R1011 
uC-zmrob7 304 5d03al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286665 

196348_1.R1011 

dyk700103061.hl 

BLASTX 

g3258575 

160 

l.Oe-16 

63 
79 

{U89959) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



286666 

196355_1.R1011 
uC-zmrob7 3057g08al 



Seq. No. 
Contig ID 
5 '-most EST 



286667 

196357_1.R1Q11 
uC- zmr ob7 3049a04al 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



286668 

196359_1,R1011 

uC-zmrob7304 9a06al 

BLASTX 

g2208908 

231 

7.0e-26 

87 

74 
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NCBI Description (AB004809) phosphate transporter [Catharanthus roseus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286669 

196370_1.R1011 

uC-zmrob7304 9bl0al 

BLASTX 

g3860263 

252 

8.0e-22 

113 

47 

(AC005824) putative cytochrome p450 protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286670 

196412_1.R1011 

uC-zmrob73049g06al 

BLASTX 

g4105125 

245 

l.Oe-20 

73 
67 

(AF043347) cell wall invertase; beta-f ructosidase; Incw4 
[Zea mays] 



Seq, No. 
Contig ID 
5 '-most EST 



286671 

196423_1.R1011 
dyk700105171.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



286672 

196460_1.R1011 

uC- zmrob7 3050dl0al 

BLASTX 

g2911073 

203 

7.0e-16 

56 

64 

(AL021960) putative protein [Arabidopsis thaliana] 
286673 

196472_1.R1011 
uC-zmrob73050ellal 



Seq. No. 
Contig ID 
5 '-most EST 



286674 

196493_1.R1011 
uC-zmromol7066allal 



Seq. No. 

Contig ID 
5 '-most EST 



286675 

196511_1.R1011 
tfd700572616,hl 



Seq. No. 

Contig ID 
5 '-most EST 



286676 

196572_1.R1011 
uC-zmrob73051h01al 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286677 

196589_1.R1011 

uC-zmrob73052b06al 

BLASTX 

g2660670 

413 

2.0e-40 

113 

73 

(AC002342) putative Cu2+-transporting ATPase [Arabidopsis 
thaliana] 



Seq. No. 


286678 


Contig ID 


196615 l.RlOll 


5 '-most EST 


uC-zmrob73052e06al 


Method 


BLASTX 


NCBI GI 


g3158476 


BLAST score 


348 


E value 


8.0e-33 


Match length 


77 


% identity 


82 


NCBI Description 


(AF067185) aquaporin 2 


Seq, No. 


286679 


Contig ID 


196617 l.RlOll 


5 '-most EST 


uC-zmrob73052e09al 


Method 


BLASTX 


NCBI GI 


gl29806 


BLAST score 


150 


E value 


5.0e-15 


Match length 


124 


% identity 


39 


NCBI Description 


PEROXIDASE 1 PRECURSOR 



[Samanea saman] 



peroxidase [Hordeum vulgare] 



Seq. No. 
Contig ID 
5 '-most EST 



286680 

196668__1.R1011 
uC-zmrob73053d02al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286681 

196679_1.R1011 

uC-zmrob73053e03al 

BLASTX 

g4539404 

160 

6.0e-ll 

38 

74 

(AL04 9524) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5'-ino3t EST 



286682 

196694_1.R1011 
uC-zmrob73053f lOal 



Seq. No. 
Contig ID 
5 '-most EST 



286683 

196741__1.R1011 
uC-zmrob73057d07al 
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CI 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



286684 

196756_1.R1011 
xsy700210455.hl 

286685 

196757_1.R1011 

ceu700421902,hl 

BLASTN 

g3819236 

91 

2.0e-43 

191 
87 

Hordeum vulgare partial mRNA; clone cMWG07 84 
286686 

196777_1.R1011 
uC-zmrob73054g01al 



Seq. No. 
Contig ID 
5 '-most EST 



286687 

196782_1.R1011 
uC-zmromol7 011g02al 



Seq. No. 

Contig ID 
5 '-most EST 



286688 

196783_1.R1011 
uC-zmrob73054g08al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286689 

196802_1.R1011 
uC-zmrob73055a07al 

286690 

196835_1.R1011 
wyr700239876.hl 



286691 

196863_1.R1011 

uC-zmrob73055g06al 

BLASTX 

g2129703 

218 

7.0e-29 
146 
48 

receptor kinase 
>gi 2129704_pir 



■ Arabidopsis thaliana 

S71184 receptor kinase - Arabidopsis 

thaliana >gl_166692 (M80238) receptor kinase [Arabidopsis 
thaliana] >gi_4 4 512 3__prf_190 842 9A receptor kinase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



286692 

196933_1.R1011 
uC-zmrob73056fl0al 



Seq. No. 
Contig ID 



286693 

196950 l.RlOll 
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5 '-most EST 



uC-zmroinol7 009hllal 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



286694 

196953_1.R1011 
ceu700426564.hl 

286695 

196991_1.R1011 

uC-zmrob73057e05al 

BLASTX 

g4454018 

143 

7.0e-09 

81 

42 

{AL035396) SRGl-like protein [Arabidopsis thaliana] 
286696 

196995_1.R1011 
uC-zmrob73057e09al 

286697 

197051_1.R1011 
tfd700575052.hl 

286698 

197061__1.R1011 
uC-zmrob73058d05al 

286699 

197089_1.R1011 
uC-zmrob73058g09al 

286700 

197096_1.R1011 
uC-zmromol7007a05al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286701 

197106_1.R1011 
uC-zmrob7 3059a08al 

286702 

197143_1.R1011 
dyk700104352.hl 

286703 

197149_1.R1011 

uC-zmrob73059f04al 

BLASTX 

g3395429 

199 

2.0e-15 

97 
39 

(AC004 683) hypothetical protein [Arabidopsxs thaliana] 



Seq. No. 



286704 



39912 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



197167_1.R1011 
uC-zmrob73059h05al 

286705 

197176_1.R1011 
uC-zmrob73060a06al 

286706 

197208_1.R1011 
uC-zmrob73060fllal 

286707 

197260_1.R1011 
uC-zmrob73061b07al 

286708 

197291_1.R1011 
uC-zmrob73061f06al 

286709 

197331_1.R1011 
fxb700397562.hl 

286710 

197415_1.R1011 

xdb700339194.hl 

BLASTX 

g4455232 

280 

9.0e-25 

109 
50 

(AL035523) putative protein [Arabidopsis thaliana] 
286711 

197417__1.R1011 
uC-zmromol7 091d05al 

286712 

197457_1.R1011 
uC-zmromol7006e02al 

286713 

197494_1.R1011 
uC-zmromol7 007b02al 

286714 

197520_1.R1011 
uC-zmromol7 007f09al 

286715 

197628_1.R1011 
wty700166116.hl 

286716 

197709_1.R1011 
uC-zmromol7 010g01al 
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Seq. No, 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286717 

197718_1.R1011 
uC-zmromol7010gllal 

286718 

197726_1.R1011 
uC-zmromol7 025c06al 

286719 

197727__1.R1011 

uC-zmromol7010h09al 

BLASTX 

g4138679 

238 

8.0e-20 

87 

46 

(Y09591) amino acid transporter [Vicia faba] 
286720 

197771_1.R1011 
yne700379004.hl 

286721 

197789_1.R1011 

uC-zmromol7011g09al 

BLASTX 

gll73309 

165 

2.0e-ll 

52 
63 

MITOCHONDRIAL 40S RIBOSOMAL PROTEIN SIO PRECURSOR 
>gi 2119078 pir S66361 ribosomal protein SIO precursor 
Arabidopsis"thaTTana >gi_517331_emb_CAA56711_ (X80694) 
ribosomal protein SIO [Arabidopsis thaliana] 

286722 

197845_1.R1011 
uC-zmromol7017b01al 

286723 

197870_1,R1011 
uC-zmromol7017d09al 

286724 

197901_1.R1011 

uC-zmromol7017h03al 

BLASTX 

g3127892 

242 

l.Oe-20 

55 
80 

(AJ006025) acyl-coA synthetase [Cicer arietmum] 
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Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



286725 

197918_1.R1011 

uC- zmr omo 17023bl0al 

286726 

197934_1.R1011 
uC-zmromol7023fl0al 

286727 

197937_1.R1011 

wyr700235975.hl 

BLASTN 

g3925232 

130 

6.0e-67 

224 
92 

Zea mays putative peroxidase P7X mRNA, partial cds 
286728 

197959_1.R1011 

uC-zmromol7025cllal 

BLASTX 

g4544408 

415 

l.Oe-40 

110 
70 

(AC006955) unknown protein [Arabidopsis thaliana] 
286729 

197998_1.R1011 
uC-zmromol7025h07al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



286730 

198012_1.R1011 
uer700583752.hl 

286731 

198100_1.R1011 
uC-zmromol7027c06al 

286732 

198101_1.R1011 

uC- zmr omo 17031d06al 

BLASTN 

g3386564 

36 

l.Oe-10 
44 

95 

Sorghum bicolor 1-aminocyclopropane-l-carboxylate oxidase 
(ACOl) mRNA, complete cds 

286733 

198106_1.R1011 
yyf700347733.hl 
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beq. NO. 


9 p o / 

O U f Zi'± 


Contig ID 


198125 l.RlOll 


5 '-most EST 


uC-zmromol7027f06al 


Seq. No. 


op an^i^ 


Contig ID 


198126 l.RlOll 


5 '-most EST 


uC-zmromol7027f08al 


Seq. No. 


286736 


Contig ID 


198185 l.RlOll 


5 '-most EST 


xdb700337117,hl 


Seq. No, 


286737 


Contig ID 


198220 l.RlOll 


5 '-most EST 


uC-zmromol7029dl2al 


Method 


BLASTX 






BLAST score 


154 


E value 


4.0e-10 


Match length 


50 


^ Identity 


dz 


NCBI Description 


(AFO 612 4 0 ) glutamine 




papaya] 


Seq. No. 


286738 


Contig ID 


198224 l.RlOll 


5 '-most EST 


uC- zmromo 17029e04al 


Seq. No. 


286739 


Contig ID 


198260__1.R1011 


5 '-most EST 


uC-zmromol7030al2al 


Method 


BLASTX 


NCBI GI 


g2708749 


BLAST score 


227 


E value 


2.0e-18 


Match length 


100 



glutamine cyclotransf erase precursor [Carica 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



47 

{AC003952) putative senescence-assoc . rhodanese-like 
protein [Arabidopsis thaliana] 

286740 

198368_1.R1011 
uC-zmromol7 037a07al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286741 

198392_1.R1011 

uC-zmromol7088fo05al 

BLASTN 

g5091496 

69 

2.0e-30 

136 

89 

Oryza sativa genomic DNA^ chromosome 6, clone P0680A03, 
complete sequence 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286742 

198431_1.R1011 

uer700583840.hl 

BLASTN 

g218203 

73 

l.Oe-32 

125 

90 

Rice mRNA for GTP binding protein 
286743 

198440_1.R1011 

uC-zmromol7045g06al 

BLASTX 

gll2802 

310 

2.0e-28 

90 

73 

4-COUMARATE— COA LIGASE >gi_8 2454_pir JU0311 

4-coumarate — CoA ligase (EC 6,2.1.12) - rice 
>gi_20161_emb_CAA36850_ (X52623) 4-coumarate-CoA ligase 
[Oryza sativa] 



Seq, No. 
Contig ID 
5 '-most EST 



286744 

198487_1.R1011 
uwc700151427.hl 



Seq. No. 
Contig ID 
5 '-most EST 



286745 

198548_1.R1011 

uC- zmr omo 17058c06al 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



286746 

198604_1.R1011 

uC-zmromol7066h08al 

BLASTX 

g401621 

249 

7.0e-21 

187 

36 

HYPOTHETICAL 20.4 KD PROTEIN IN TNAB-BGLB INTERGENIC REGION 
>gi_290561 (L10328) ol88 [Escherichia coli] >gi_1790149 
(AE000448) orf, hypothetical protein [Escherichia coli] 

286747 

198604_2.R1011 
wyr700238032.hl 



Seq. No. 
Contig ID 
5 '-most EST 



286748 

198623_1.R1011 
ntr700077346.hl 



Seq. No. 

Contig ID 
5 '-most EST 



286749 

198695_1,R1011 
uC-zmromol7068dl2al 
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Seq. No. 
Contig ID 
5 '-most EST 



286750 

198706_1.R1011 
uC-zmromol7068f04al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



286751 

198739_1.R1011 
uC-zmromol7 071b09al 

286752 

198822_1.R1011 

uC-zmromol7080b03al 

BLASTX 

g2660676 

423 

l.Oe-41 

115 

70 

(AC002342) Dreg-2 like protein [Arabidopsis thaliana] 
286753 

198834_1.R1011 
uC-zmromol7080e04al 

286754 

198834_2.R1011 
cyk700047867.fl 

286755 

198875_1.R1011 

uC- zmromol 7 08 5d0 6a 1 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



286756 

198929_1.R1011 
uC-zmromol7088e02al 

286757 

198944__1.R1011 

uC-zmromol7089a02al 

BLASTX 

g2191173 

485 

2.0e-48 

294 
41 

(AF007270) contains similarity to DNA polymerase III, alpha 
chain (SP:P47277) [Arabidopsis thaliana] 

286758 

198968_1.R1011 
uC-zmromol7 089d03al 



Seq. No. 
Contig ID 
5 '-most EST 



286759 

198975_1.R1011 
uC-zmromol7 089e01al 



Seq. No. 



286760 
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• 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



199068_1.R1011 
qmh700030452,fl 

286761 

199089__1.R1011 

uC-zmromol7 096fllal 

BLASTN 

g340933 

38 

7.0e-12 

74 

88 

Zea mays 10-kDa zein gene, complete cds 
286762 

199101_1.R1011 
uC-zmromol7096gl2al 



Seq. No. 
Contig ID 
5 '-most EST 



286763 

199105__1.R1011 

uC- zmromo 1709 6h0 6al 



Seq. No. 
Contig ID 
5 '-most EST 



286764 

199115__1.R1011 
uC-zmromol7 098b02al 



Seq. No. 
Contig ID 
5 '-most EST 



286765 

199122_1.R1011 
uC-zmromol7 098bllal 



Seq. No. 
Contig ID 
5 '-most EST 



286766 

199131_1.R1011 

uC- zmromol 7 0 9 8 dO lal 



Seq. No. 

Contig ID 
5 '-most EST 



286767 

199150_1.R1011 
uC-zmromol7098g04al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



286768 

199185_1.R1011 
uC-zmromol7100e05al 

286769 

199227_1.R1011 
wyr700237474.hl 

286770 

199303_1.R1011 
uC-zmromol7107b05al 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



286771 

199326_1.R1011 
hvj700621340.hl 

286772 

199352_1.R1011 
uC-zmromol7111c06al 
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Seq. No. 

Contig ID 
5 '-most EST 



286773 

199390_1.R1011 
uC-zmromol7111h02al 



Seq. No. 
Contig ID 
5 '-most EST 



286774 

199518_1.R1011 
uC-zmromol7114b04al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



286775 

199607_1.R1011 

uC-zmromol7119g01al 

BLASTX 

g2292978 

225 

l.Oe-18 

56 

80 

(Y10253) pantoate — beta-alanine ligase [Oryza sativa] 
286776 

199616_1.R1011 
cat700018070.rl 



Seq. No. 

Contig ID 
5 '-most EST 



286777 

199617_1.R1011 
Gat700016003.rl 



Seq. No. 
Contig ID 
5 ' -most EST 



286778 

199646_1.R1011 
cat700021180.rl 



Seq. No. 
Contig ID 
5 '-most EST 



286779 

199659_1.R1011 
cat700016056.rl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



286780 

199661_1.R1011 
xsy700217972.hl 

286781 

199697_1.R1011 

xyt700343081.hl 

BLASTX 

g4337201 

286 

2.0e-25 

83 

64 

(AC006403) hypothetical protein [Arabidopsis thaliana] 
286782 

199719_1.R1011 

pmx700087863,hl 

BLASTX 

g2244965 

286 
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E value 


7.0e-26 


Match length 


126 


% identity 


A Q 


NCBI Description 


(Z97340) unnamed 


Seq. No. 


286783 


Contig ID 


199737 l.RlOll 


5 '-most EST 


cat700016156.rl 


Seq. No- 


286784 


Contig ID 


199772 l.RlOll 


5 '-most EST 


cat700016192.rl 


Method 


BLASTX 


NCBI bi 


gz 1 y uz D y 


BLAST score 


364 


E value 


7.0e-35 


Match length 


119 


% identity 


56 


NCBI Description 


(D86385) A-type 


Seq. No. 


286785 


Contig ID 


199778 l.RlOll 


5 '-most EST 


pmx700089927.hl 


Method 


BLASTX 


NCBI GI 


g3047064 


BLAST score 


466 


E value 


l.Oe-46 


Match length 


145 


% identity 


63 


NCBI Description 


(AF058825) conta 



isomerase (Pfam: pro_isomerase . hmm, score: 23.86 and 28.41 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



286786 

199781_1.R1011 
tfd700569114.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286787 

199825__1.R1011 

cat700016259.rl 

BLASTN 

g22320 

75 

4.0e-34 

281 
87 

Maize HI mRNA for HI histone 



Seq. No. 
Contig ID 
5 '-most EST 



286788 

199854_1.R1011 
cat700021484.rl 



Seq. No. 
Contig ID 
5 '-most EST 



286789 

199872_1.R1011 
tfd700573734.hl 



Seq. No. 



286790 
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# 



Contig ID 
5 '-most EST 



199897_1.R1011 
cat700016349.rl 



Seq. No. 
Contig ID 
5 '-most EST 



286791 

199957_1.R1011 
tfd700570059.hl 



Seq. No. 
Contig ID 
5 '-most EST 



286792 

199959__1.R1011 
cat700021162.rl 



Seq. No. 
Contig ID 
5 '-most EST 



286793 

199963_1.R1011 
fdz701166555.hl 



Seq. No. 
Contig ID 
5 '-most EST 



286794 

200029_1.R1011 
cat700017642.rl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



286795 

200058_1.R1011 

cat700016556.rl 

BLASTX 

g2645168 

148 

6.0e-10 

40 

62 

(D50575) YYl protein [Oryza sativa] 
286796 

200096_1.R1011 
cat700016608.rl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



286797 

200104_1.R1011 

cat700016617.rl 

BLASTX 

g2245054 

184 

7.0e-14 

77 

44 

(Z97342) protein kinase homolog [Arabidopsis thaliana] 
286798 

200108^1. RlOll 
fdz701166013.hl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



286799 

200110_1.R1011 

cat700016623.rl 

BLASTX 

g223817 

162 

3.0e-ll 

35 
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% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



83 

ferredoxin II [Anabaena variabilis] 
286800 

200113_1.R1011 
gct701174734.hl 



286801 

200114__1.R1011 

cat700019921.rl 

BLASTX 

g2500378 

268 

5.0e-24 

56 
84 

60S RIBOSOMAL PROTEIN L37 
286802 

200126_1.R1011 
ceu700425408.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



286803 

200155_1.R1011 

tfd700573185.hl 

BLASTX 

g3193287 

511 

5.0e-52 

100 
91 

(AF069298) Arabidopsis predicted protein of unknown 
function T10P11.19 (GB: AC002330) [Arabidopsis thaliana] 

286804 

200161_1.R1011 
hbs701182831.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286805 

200169_1.R1011 
gct701178306.hl 

286806 

200174_1.R1011 
cat700016704.rl 

286807 

200193_1.R1011 

pwr700449135.hl 

BLASTX 

g417570 

435 

2.0e-43 

92 

90 

DIHYDROOROTATE DEHYDROGENASE PRECURSOR (DIHYDROOROTATE 
OXIDASE) (DHODEHASE) >gi_47867 6_pir S23762 dihydroorotate 
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oxidase (EC 1.3.3.1) - Arabidopsis thaliafia 
>gi_1644 9_emb_CAA4 4 695__ (X62909) dihydroorotate 
dehydrogenase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



286808 

200236^1. RlOll 
cat700016773.rl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286809 

200237_1.R1011 

xjt700095139.hl 

BLASTX 

g4454012 

972 

l.Oe-105 

284 

64 

(AL035396) Pollen-specific protein precursor like 
[Arabidopsis thaliana] 



Seq. No. 


286810 




Contig ID 


200294 1 


RlOll 


5 '-most EST 


cat700016844.r2 


Method 


BLASTX 




NCBI GI 


g3335372 




BLAST score 


152 




E value 


2.0e-10 




Match length 


45 




% identity 


62 




NCBI Description 


(AC00302E 


]) putative SRGl protein [Arabidopsis 


Seq. No. 


286811 




Contig ID 


200384 1, 


RlOll 


5 '-most EST 


nwy70044^ 


1247, hi 


Method 


BLASTX 




NCBI GI 


g4507669 




BLAST score 


440 




E value 


l.Oe-43 




Match length 


86 




% identity 


100 




NCBI Description 


tumor protein, translationally-controlled 1 



>gi_13647 9_sp_P13693_TCTP_HUMAN TRANSLATIONALLY CONTROLLED 

TUMOR PROTEIN (TCTP) (P23) >gi_88 948_pir S06590 

IgE-dependent histamine-releasing factor - human 

>gi_374 96_emb_CAA34200_ (X16064) tumor protein (AA 1 - 172) 

[Homo sapiens] 

286812 

200505__1. RlOll 
yyf700352352.hl 
BLASTX 
gl08411 
237 

2.0e-19 
145 
6 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 

NCBI Description tenascin precursor - pig >gi_2125_emb_CAA437 96_ {X61599) 
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Tenascin [Bus scrofa] 



Seq. No. 

Contig ID 
5 '-most EST 



286813 

200548_1.R1011 
dyk700102593.hl 



Seq. No. 

Contig ID 
5 '-most EST 



286814 

200584_1.R1011 
cat700020145.rl 



Seq. No. 
Contig ID 
5 '-most EST 



286815 

200597_1.R1011 
tfd700576092,hl 



Seq. No. 
Contig ID 
5 '-most EST 



286816 

200608_1,R1011 
kyv700142469,hl 



Seq. No. 
Contig ID 
5 '-most EST 



286817 

200641^1. RlOll 
cat700017283.rl 



Seq. No. 

Contig ID 
5 '-most EST 



286818 

200726_1.R1011 
cat700017450.rl 



Seq. No. 
Contig ID 
5 '-most EST 



286819 

200859_1.R1011 
cat700017651.rl 



Seq. No. 
Contig ID 
5 '-most EST 



286820 

200869_1.R1011 
cat700017664.rl 



Seq. No. 
Contig ID 
5 '-most EST 



286821 

200873_1.R1011 
cat700017668.rl 



Seq. No. 
Contig ID 
5 '-most EST 



286822 

200882_1.R1011 
ntr700072354.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



286823 

200905_1.R1011 

cat700017714.rl 

BLASTX 

g3150410 

273 

3.0e-24 

84 
67 

[AC004165) unknown protein [Arabidopsis thaliana] 
286824 

200929^1. RlOll 

cat700017745.rl 

BLASTX 



39925 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3402686 
181 

3.0e-13 

83 

46 

(AC004 697) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286825 

200932_1.R1011 

qmh700028338.fl 

BLASTX 

g2842493 

298 

2.0e-27 

89 
63 

(AL021749) predicted protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



286826 

200934_1.R1011 
cat700017752.rl 



Seq. No. 
Contig ID 
5 '-most EST 



286827 

200946_1.R1011 
xmt700259167.h2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286828 

200982_1.R1011 

xjt700093458.hl 

BLASTX 

g3551257 

242 

2.0e-20 

55 
82 

(AB012708) 98b [Daucus carota] 



Seq. No. 
Contig ID 
5 '-most EST 



286829 

200991_1,R1011 
pmx700084248.hl 



Seq. No. 

Contig ID 
5 '-most EST 



286830 

201008_1.R1011 
rvt700550772.hl 



Seq. No. 
Contig ID 
5 '-most EST 



286831 

201017_1.R1011 
mwy700440992.hl 



Seq. No. 

Contig ID 
5 '-most EST 



286832 

201021_1.R1011 
yyf700351533.hl 



Seq. No. 
Contig ID 
5 '-most EST 



286833 

201089_1.R1011 
cat700018020.rl 
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Seq, No. 


286834 


Contig ID 


201123 l.RlOll 


5 '-most EST 


xdb700337575.hl 






NCBI GI 


gl653033 


BLAST score 


336 


E value 


2.0e-31 


Match length 


84 


% identity 


73 


NCBI Description 


(D90910) hypothetical protein [Synechocystis sp.] 


Seq. No. 


286835 


Contig ID 


201137 l.RlOll 


5 '-most EST 


cat700018085.rl 


riei^riQu. 




NCBI GI 


g2213600 


BLAST score 


228 


E value 


9.0e-19 


Match length 


94 


% identity 


45 


NCBI Description 


(AC000348) T7N9.20 [Arabidopsis thaliana] 


Seq. No. 


286836 


Contig ID 


201195 l.RlOll 


5 '-most EST 


hbs701181290.hl 


Method 


BLASTX 


NCBI GI 


g44o44 / 1 


BLAST score 


369 


E value 


l.Oe-35 


Match length 


90 


% identity 


/ 4 


NCBI Description 


(AC006234) putative G protein coupled receptor [Arabidopsis 




thaliana] 


Seq. No. 


286837 


Contig ID 


201258 l.RlOll 


5 '-most EST 


nbm700465215.hl 


Seq. No. 


286838 


Contig ID 


201261 l.RlOll 


5 '-most EST 


vux700158396.hl 


Method 


BLASTX 




go J. D y u D u 


BLAST score 


185 


E value 


4.0e-14 


Match length 


75 


% identity 


51 


NCBI Description 


(AL023704) putative translocation elongation factor-Tu 




family [Schizosaccharomyces pombe] 


Seq. No. 


286839 


Contig ID 


201289 l.RlOll 


5 '-most EST 


cat700018279.rl 


Method 


BLASTX 


NCBI GI 


g2769566 


BLAST score 


202 
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E value 
Match length 
% identity 
NCBI Description 



9.0e-16 

59 

59 

(Y10477) chloroplast thylakoidal processing peptidase 
[Arabidopsis thaliana] 



Seq. No, 
Contig ID 
5^ -most EST 



286840 

201361__1,R1011 
xmt700260855.hl 



Seq. No. 
Contig ID 
5 '-most EST 



286841 

201364__1.R1011 
vux700157149,hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286842 

201368_1.R1011 

dyk700105594.hl 

BLASTX 

gl899025 

278 

7.0e-29 

143 
51 

{U28215) hexokinase 2 [Arabidopsis thaliana] >gi_3687232 
{AC005169) hexokinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5* -most EST 



286843 

201382_1.R1011 
cat700019790.rl 



Seq. No. 

Contig ID 
5 '-most EST 



286844 

201469_1.R1011 
cat700018512.rl 



Seq. No. 
Contig ID 
5 '-most EST 



286845 

201484_1.R1011 
cat700018528.rl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286846 

201503_1.R1011 

vux700160936.hl 

BLASTX 

g4263795 

336 

2.0e-31 

138 
48 

(AC006068) putative glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



286847 

201505_1.R1011 
wty700170062.hl 



Seq. No. 

Contig ID 
5 '-most EST 



286848 

201511_1.R1011 
rvt700553045.hl 
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286849 

201534_1.R1011 
ceu700432074.hl 

286850 

201555__1,R1011 
fdz701163008.hl 

286851 

201624_1.R1011 

pmx700091774.hl 

BLASTX 

g3046693 

378 

5.0e-74 

161 

77 

(AL022140) receptor like protein (fragment) [Arabidopsis 
thaliana] 

286852 

201655_1.R1011 
hbs701181235.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286853 

201685_1,R1011 

nwy700444480.hl 

BLASTX 

g3152609 

232 

2.0e-19 

77 
58 

(AC004482) putative 
thaliana] 

286854 

201745_1,R1011 
cat700018858.rl 



Su(var)3-9 protein 



[Arabidopsis 



{L08188) hexose 



286855 

201762_1.R1011 
xsy700208728.hl 

286856 

201773_1.R1011 

tzu700201859.hl 

BLASTX 

gl708191 

239 

2.0e-35 

172 

45 

HEXOSE CARRIER PROTEIN HEX6 >gi_4 67 319 
carrier protein [Ricinus communis] 



39929 



Seq. No* 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286857 

201799_1.R1011 

cat700018923.rl 

BLASTN 

g3378526 

155 

4.0e-82 

191 
95 

Zea mays mRNA for anther specific protein (MZm3-3) 
286858 

201866_1.R1011 

vux700162183.hl 

BLASTX 

g2252824 

196 

4.0e-15 

91 

43 

(AF013293) No definition line found [Arabidopsis thaliana] 
286859 

201957_1.R1011 

cat700019161.rl 

BLASTX 

g3242731 

181 

2.0e-13 

107 

40 

(AC003040) putative host response protein (Pir7) 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



286860 

201974_1.R1011 
cat700020604.rl 



Seq. No. 
Contig ID 
5 '-most EST 



286861 

202000_1.R1011 
uwc700150976.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
■Match length 
% identity 
NCBI Description 



286862 

202055__1.R1011 
xjt700094957.hl 

286863 

202064_1.R1011 

xsy700209481.hl 

BLASTX 

g2583123 

170 

6.0e-12 

46 
61 

(AC002387) putative nucleotide sugar epimerase [Arabidopsis 
thaliana] 



39930 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



286864 

202095__1.R1011 
cat700019353.rl 

286865 

202109_1.R1011 

pmx700091160.hl 

BLASTX 

g3913437 

541 

l.Oe-55 

105 

97 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE >gi_1402875_emb_CAA66825_ (X98130) RNA helicase 
[Arabidopsis thaliana] >gi_14 95271_emb_CAA66613_ {X97970) 
RNA helicase [Arabidopsis thaliana] 

286866 

202121_1,R1011 
gct701169158.hl 

286867 

202129_1.R1011 

wyr700240327.hl 

BLASTX 

g4218535 

491 

l.Oe-49 

115 
77 

(AJ010829) GRABl protein 
286868 

202253_1.R1011 
wev700404903.hl 



[Triticum sp. ] 



Seq. No. 
Contig ID 
5 '-most EST 



286869 

202293^1. RlOll 
cat700019609.rl 



Seq. No. 

Contig ID 
5 '-most EST 



286870 

202312_1.R1011 
cat700019636.rl 



Seq. No. 

Contig ID 
5 '-most EST 



286871 

202363_1.R1011 
cat700019695.rl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



286872 

202416_1.R1011 
hvj700623316.hl 

286873 

202461_1.R1011 
vux700162270.hl 
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Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286874 

202472_1.R1011 
cat700022007,rl 

286875 

202508_1.R1011 

tbg700930354.hl 

BLASTX 

g2130082 

274 

3.0e-24 

143 

41 

protein kinase Xa21 (EC 2.7.1.-) - rice >gi_1122443 
(U37133) receptor kinase-like protein [Oryza sativa] 
>gi_2586085 (072723) receptor kinase-like protein [Oryza 

longistaminata] >gi_158 64 08__prf 2203451A receptor 

kinase-like protein [Oryza sativa] 



Seq. No. 
Contig ID 
5 '-most EST 



286876 

202523_1,R1011 
cat700021603.rl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



286877 

202527__1.R1011 

gct701168843.hl 

BLASTX 

g4115377 

218 

l.Oe-17 

96 
45 

(AC005967) unknown protein [Arabidopsis thaliana] 
286878 

202593_1.R1011 
cat700019988.rl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286879 

202611_1.R1011 
ymt700218808.hl 

286880 

202703_1.R1011 
xsy700212855.hl 

286881 

202729_1,R1011 

fdz701158923,h2 

BLASTX 

g2244910 

171 

2.0e-12 

45 
76 

(Z97339) unnamed protein product [Arabidopsis thaliana] 
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Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286882 

202730_1.R1011 
gct701173687.hl 

286883 

202733_1.R1011 

xsy700211043.hl 

BLASTX 

g294845 

296 

8.0e-27 

124 

46 

(L13655) membrane protein [Saccharum hybrid cultivar 
H65-7052] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



286884 

202749_1.R1011 

uer700580106.hl 

BLASTX 

g4336747 

372 

l.Oe-35 

121 

56 

{AF104924) unconventional myosin heavy chain [Zea mays] 
286885 

202750_1.R1011 
cat700021613.rl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



286886 

202797_1.R1011 
cat700020257.rl 

286887 

202818_1.R1011 
cyk700047786.fl 

286888 

202948_1.R1011 
xmt700267607.hl 



Seq. No. 

Contig ID 
5 '-most EST 



286889 

202949_1.R1011 
cat700020454.rl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



286890 

202958_1.R1011 

cat700020469.rl 

BLASTX 

g3152568 

315 

4 .Oe-29 

123 
52 
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NCBI Description 



{AC00298 6) Similar to hypothetical protein product 
gb_Z97337 from A. thaliana. EST gb_H7 6597 comes from this 
gene. [Arabidopsis thaliana] 



Seg. No. 
Contig ID 
5 '-most EST 



286891 

202990_1.R1011 
cat700020515.rl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286892 

203027_1,R1011 

cat700020572.rl 

BLASTX 

g2244826 

330 

4.0e-46 

157 

63 

(Z97336) replication control protein homolog [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



286893 

203060_1.R1011 
gct701172510.hl 

286894 

203079_1.R1011 
cat700021754.rl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



Seq. No. 
Contig ID 
5 '-most EST 



286895 

203104_1.R1011 

hvj700624428.hl 

BLASTX 

g2464866 

191 

2.0e-14 

88 
48 

(Z99707) hydroxynitrile lyase like protein [Arabidopsis 
thaliana] 

286896 

203123_1.R1011 
yyf700350001.hl 



286897 

203155^1. RlOll 
ceu700432511.hl 



Seq. No. 

Contig ID 
5 '-most EST 



286898 

203165_1.R1011 
cat700020756.rl 



Seq. No, 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



286899 

203187_1.R1011 
cat700020785.rl 
BLASTX 
g3047125 
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BLAST score 


250 


E value 


2.0e-21 


Match length 


83 


^ T "H n ^ T 7 

"6 iQeni-iLy 




NCBI Description 


{AF058 919) No definition line found [Arabidopsis thaliana] 


Seq. No. 


286900 


Lontig iJJ 


ZUOZOu X . I\± U J- 1 


5 '-most EST 


pmx700084134.hl 


Seq. No. 


286901 


oontig iu 




5 '-most EST 


cat700021828.rl 


Seq. No. 


286902 


uontiig iJJ 




5 '-most EST 


cat700020906,rl 


Seq. No. 


286903 


Lontiig IJJ 


9n^9Q9 1 R1 ni 1 


5 '-most EST 


xsy700210213.hl 


Seq. No. 


286904 


uontig iu 


9 n'^9 Q7 1 R 1 ni 1 


5 '-most EST 


pmx700090181.hl 


Seq. No. 


286905 


Contig ID 


zUoo41 l.KlUll 


5 '-most EST 


cat700020970.rl 


Seq. No. 


286906 


Contig ID 


OOT^TC: 1 Dimi 
zUoo/o l.K-lUll 


5 '-most EST 


xsy700214553.hl 


Seq. No. 


286907 


contig iu 




5 '-most EST 


uwn700281613.hl 


Seq. No. 


286908 


Lontig ID 


9ri'5>i/iQ 1 Rimi 


5 '-most EST 


clt700043437.fl 


Seq. No. 


286909 


Lonuig IJJ 


oc\'^A^^ 9 Rinii 


5 '-most EST 


fdz70lT58793.hl 


Seq. No. 


286910 


uontxg lU 


90 "5/1^^^^ 1 Rinii 


5 '-most EST 


nwy700l47794.hl 


Seq. No. 


286911 


Contig ID 


203506 l.RlOll 


5 '-most EST 


xsy700211805.hl 


Seq. No. 


286912 


Contig ID 


203536 l.RlOll 


5 '-most EST 


cat700021324.rl 
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Seq. No. 
Contig ID 
5^ -most EST 



286913 

203592_1.R1011 
cat700021391.rl 



Seq. No. 
Contig ID 
5 '-most EST 



286914 

203613_1.R1011 
cat700021419.rl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



286915 

203620_1.R1011 

pmx700085707.hl 

BLASTX 

g3287696 

453 

2.0e-45 

116 

73 

{AC00397 9) Strong similarity to phosphoribosylanthranilate 
transferase gb_D86180 from Pisum sativum. This ORE may be 
part of a larger gene that lies in the overlapping region. 

[Arabidopsis thaliana] 

286916 

203650_1.R1011 

cat700021463.rl 

BLASTN 

g575959 

261 

l.Oe-145 

277 

99 

Z.mays (Black Mexican Sweet) mRNA for 

l-acyl-glycerol-3-phosphate acyltransf erase [putative) 
286917 

2i}3.657_l.R1011 
cat700021471.rl 

286918 

203670_1.R1011 

cat700021489.rl 

BLASTX 

g2642448 

259 

l,0e-22 

102 

53 

(AC002391) hypothetical protein [Arabidopsis thaliana] 
>gi_3169187 {AC004401) hypothetical protein [Arabidopsis 
thaliana] 

286919 

203690_1.R1011 
cjh700192923.hl 



Seq. No. 



286920 
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Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



203734^1. RlOll 
wty700164137.hl 

286921 

203740_1.R1011 

hvj700621247.hl 

BLASTX 

g4539603 

199 

2.0e-15 

100 

47 

(AL04 9522) putative dolichol kinase [Schizosaccharomyces 
pombe] 

286922 

203804_1.R1011 
gwl700612374.hl 

286923 

203813_1.R1011 
nbm700474036.hl 



Seq. No. 
Contig ID 
5 '-most EST 



286924 

2Q3820_1.R1011 
cat700021727.rl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286925 

203843_1.R1011 

xsy700212305.hl 

BLASTX 

g4309698 

334 

l.Oe-31 

70 
87 

(AC006266) putative glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



286926 

203888_1.R1011 
vux700158414.hl 



Seq. No. 

Contig ID 
5 '-most EST 



286927 

203895_1.R1011 
xmt700262571.hl 



Seq. No. 

Contig ID 
5 '-most EST 



286928 

203895_2.R1011 
xdb700339551.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



286929 

203915_1.R1011 

ymt700219956.hl 

BLASTX 

g3687240 

359 
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# 



E value 


6.0e-34 




Match length 


182 










NCBI Description 


(AC005169) extensin- 


-like protein [Arabidopsis thaliana] 


Seq, No, 


286930 










5 '-most EST 


cat700021878.rl 




Seq. No. 


286931 




Pr^Ti")- in T n 
^Wiil Ly XL/ 


?n^Q77 1 Rinii 




5 '-most EST 


cat700Ci21942.rl 




Seq. No. 


286932 




Contig ID 


204218 l.RlOll 




5 '-most EST 


cyk700047306.fl 




Seq. No. 


286933 




Contig ID 


204222 l.RlOll 




5 '-most EST 


zuv700356104.hl 




Method 


BLASTX 




NCBI GI 


g3249105 




BLAST score 


374 




E value 


l.Oe-45 




Match length 


141 




% identity 


66 




NCBI Description 


(AC003114) Contains 


similarity to protein phosphatase 2 



(ABIl) gfo_X78886 from A. thaliana. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286934 

204223_1.R1011 

cyk700047312.fl 

BLASTX 

g4467126 

332 

3.0e-32 

102 
71 

(AL035538) guanine nucleotide-exchange protein-like 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286935 

204225_1.R1011 

uwc700152776.hl 

BLASTX 

g3953463 

228 

8.0e-19 

82 

52 

(AC002328) F20N2, 



8 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



286936 

204295_1.R1011 
hvj700619969.hl 



Seq. No. 



286937 
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Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



204296^1. RlOll 
cyk700047407.fl 

286938 

204353^1. RlOll 
dyk700106859.hl 

286939 

204430_1.R1011 
cyk700047587.fl 

286940 

204486_1.R1011 

tfd700571453.hl 

BLASTX 

gl209756 

258 

l.Oe-26 

102 
67 

(U43629) integral membrane protein [Beta vulgaris] 
286941 

204497_1.R1011 
cyk700047681.fl 

286942 

204499_1.R1011 
cyk700047684.fl 

286943 

204514_1.R1011 

wyr700243526.hl 

BLASTX 

g2826786 

363 

9.0e-35 

100 
78 

{Y10905) RAPE protein [Oryza sativa] 
286944 

204517__1.R1011 

wyr700241609.hl 

BLASTX 

g4580398 

475 

l.Oe-75 

200 
70 

(AC007171) putative protein kinase APKIA [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



286945 

204560_1.R1011 
dyk700102272.hl 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



286946 

204585_1.R1011 

fwa700099846.hl 

BLASTX 

g3393062 

256 

4.0e-28 

88 
66 

(Y17386) putative In2 . 1 protein [Triticum aestivum] 
286947 

204654_1.R1011 

pmx700087557.hl 

BLASTX 

g3395431 

326 

3.0e-30 

124 

49 

(AC004 683) unknown protein [Arabidopsis thaliana] 
286948 

204654_2.R1011 

cyk700047895.fl 

BLASTX 

g3395431 

169 

5.0e-12 

53 

58 

[AC004683) unknown protein [Arabidopsis thaliana] 
286949 

204701_1.R1011 
cyk700047967.fl 

286950 

204713_1.R1011 

rvt700551762.hl 

BLASTX 

gl653655 

238 

6.0e-20 

125 

39 

(D90915) ATP-dependent Clp protease proteolytic subunit 
[Synechocystis sp. ] 

286951 

204725_1.R1011 

yne700378964.hl 

BLASTX 

g3024552 

393 

3.0e-38 
95 
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% identity 

NCBI Description 



82 

RAS-RELATED PROTEIN RGP2 (GTP-BINDING REGULATORY PROTEIN 

RGP2) >gi__419797_pir S30273 GTP-binding protein rgp2 - 

rice >gi_218204_dbj_BAA02437_ (D13152) GTP binding protei: 

[Oryza sativa] >gi_4 4 67 72_prf 1912297A rgp2 gene [Oryza 

sativa] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286952 

204734_2.R1011 
uer700577250.hl 

286953 

204734^3. RlOll 
yyf700350890.hl 

286954 

204762_1.R1011 
qmh700028684.fl 

286955 

204767_1.R1011 

tzu700207012.hl 

BLASTX 

g3355473 

179 

3.0e-13 

74 
53 

CAC004218) hypothetical protein [Arabidopsis thaliana] 
286956 

204820^1. RlOll 
cyk700048152.fl 

286957 

204825_1.R1011 
cyk700051417.fl 

286958 

204838_1.R1011 

uwc700150185.hl 

BLASTX 

g4115379 

142 

3.0e-20 

90 
52 

(AC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



286959 

204845_1.R1011 

pwr700448918.hl 

BLASTX 

g2842481 

338 

l.Oe-31 
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Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



96 
66 

(AL021749) extensin-like protein [Arabidopsis thaliana] 
286960 

204850_1.R1011 
qmh700026194.fl 

286961 

204885_1.R1011 

cyk700048244 .fl 

BLASTX 

g2498329 

462 

2.0e-46 

125 
72 

PATTERN FORMATION PROTEIN EMB30 >gi_2129665_pir S65571 

pattern-formation protein GNOM - Arabidopsis thaliana 
>gi_1209633 (U36433) GNOM gene product [Arabidopsis 
thaliana] >gi_1335997 (U56140) similar to the Saccharomyces 
cerevisiae Sec7 protein, GenBank Accession Number J03918 
[Arabidopsis thaliana] >gi__1335999 (a56141) similar to the 
Saccharomyces cerevisiae Sec7 protein, GenBank Accession 
Number J03918 [Arabidopsis thaliana] 

286962 

204888_1.R1011 
cyk700048247.fl 

286963 

204903_1.R1011 
wyr700240222.hl 

286964 

204911_1,R1011 
wen700332944,hl 

286965 

204911_2.R1011 
qmh700029985.fl 

286966 

204925_1.R1011 

hbs701181182.hl 

BLASTX 

g4218537 

155 

2.0e-10 

64 

52 

(AJ010830) GRAB2 protein [Triticum sp.] 
286967 

204925_2.R1011 

cyk700048290.fl 

BLASTN 



39942 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4218536 
34 

l.Oe-09 

66 

88 

Triticum sp. mRNA for GRAB2 protein 
286968 

204936_1.R1011 
uwc700152583.hl 

286969 

204966_1.R1011 

afb700381542.hl 

BLASTX 

g4503511 

146 

4.0e-09 

102 
36 

UNKNOWN >gi_3264861 (U97670) eukaryotic translation 
initiation factor eIF3, p35 subunit [Homo sapiens] 

286970 

205040_1.R1011 

wty700166419.hl 

BLASTX 

g2262173 

860 

l.Oe-92 

194 

85 

(AC002329) NADPH thioredoxin reductase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



286971 

205043_1.R1011 
vux700160678.hl 

286972 

205077__1.R1011 

tzu700201325.hl 

BLASTX 

gl353193 

248 

2.0e-21 

77 

69 

0-METHYLTRANSFERASE ZRP4 (OMT) >gi_54218 6_pir JQ2268 

0-methyltransferase (EC 2.1.1.-) - maize >gi_404070 
(L14063) 0-methyltransferase [Zea mays] 

286973 

205136_1.R1011 
xmt700265976.hl 
BLASTX 
g228058 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143 

5.0e-09 

69 

49 

protein kinase C I [Aplysia californica] 
286974 

205163_1.R1011 

yint700224259.hl 

BLASTX 

gll74740 

739 

2.0e-78 

203 
69 

DNA TOPOISOMERASE II >gi_212957 6_pir S53599 DNA 

topoisomerase II - Arabidopsis thaliana >gi_474890 (L21015) 
topoisomerase II [Arabidopsis thaliana] 

286975 

205212_1.R1011 

dyk700105835.hl 

BLASTX 

g4371296 

279 

8.0e-25 

139 
47 

(AC006260) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



286976 

205236_1.R1011 
ntr700072140.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



286977 

205243_1.R1011 
xsy700213356.hl 

286978 

205264_1.R1011 
wen700333809.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286979 

205267_1.R1011 

cyk700048802.fl 

BLASTX 

g4503325 

334 

2.0e-31 

96 
67 

deoxyhypusine synthase >gi_1352267_sp_P4 9366_DHYS_HUMAN 
DEOXYHYPUSINE SYNTHASE >gi_994715 (L39068) deoxyhypusine 
synthase [Homo sapiens] >gi_1710220 (U79262) deoxyhypusine 
synthase [Homo sapiens] >gi_3021398__emb_CAA04 940_ 
(AJ001701) deoxyhypusine synthase [Homo sapiens] 



39944 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 



286980 

205268_1.R1011 
nbm700477519.hl 

286981 

205272_1.R1011 

cyk700048807.fl 

BLASTX 

g4314388 

182 

5.0e-14 

57 

54 

(AC006232) hypothetical protein [Arabidopsis thaliana] 
286982 

205306_1.R1011 
qmh700029188.fl 

286983 

205326_1.R1011 
ntr700075076.hl 

286984 

205403_1.R1011 

cyk700048975,fl 

BLASTX 

g4587610 

196 

3.0e-15 

68 
62 

(AC006951) putative indole-3-glycerol phosphate synthase 
precursor [Arabidopsis thaliana] 

286985 

205410__1.R1011 

ypc700806158.hl 

BLASTX 

g2736147 

339 

l.Oe-31 

91 

64 

(AF021804) fatty acid hydroxylase Fahlp [Arabidopsis 
thaliana] >gi_3132481 (AC003096) fatty acid hydroxylase, 
FAHl [Arabidopsis thaliana] 

286986 

205434_1.R1011 
cy]c700049021.fl 

286987 

205444_1.R1011 

ymt700223916.hl 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



g2842481 
182 

5.0e-13 

127 
35 

(AL02174 9) extensin-iike protein [Arabidopsis thaliana] 
286988 

205477_1.R1011 

cyk700049874 .fl 

BLASTX 

g4512659 

521 

2.0e-53 

113 

86 

(AC006931) putative protein kinase [Arabidopsis thaliana] 
>gi_4544465_gb_AAD22372.1_AC006580__4 (AC006580) putative 
protein kinase [Arabidopsis thaliana] 

286989 

205489_1.R1011 
cyk700049088.fl 

286990 

205539_1.R1011 

cyk700049154.fl 

BLASTN 

g3925218 

167 

5,0e-89 

199 

96 

Zea mays peroxidase R15 mRNA, partial cds 



286991 

205541_1.R1011 

pmx700083774.hl 

BLASTX 

gl346809 

625 

3.0e-65 

150 
77 

PATHOGEN-RELATED PROTEIN >gi 
pathogenesis related protein 

286992 

205576_1.R1011 
cyk700049208.fl 



4 99074__emb_CAA34641_ (X16648) 
[Hordeum vulgare] 



286993 

205595__1.R1011 

cyk700049235.fl 

BLASTX 

g3914365 

616 
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E value 
Match length 
% identity 
NCBI Description 



2.0e-64 

130 
8 8 

PHOSPHOLIPASE D 2 PRECURSOR (PLD 2) (CHOLINE PHOSPHATASE 2) 
(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D 2) 
>gi_1902901_dbj_BAA194 66_ (AB001919) phospholipase D [Oryza 
sativa] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



286994 

205614_1.R1011 
wty700171725.hl 

286995 

205630_1.R1011 
ymy700282472.h2 

286996 

205649_1.R1011 

cyk700049304.fl 

BLASTX 

g4154352 

242 

2.0e-20 

132 
42 

{AF110333) PrMC3 [Pinus radiata] 
286997 

205660_1,R1011 

cyk700049321.fl 

BLASTX 

g3063471 

194 

6,0e-15 

54 

67 

(AC003981) F22013.33 [Arabidopsis thaliana] 
286998 

205672_1.R1011 
cyk700049335.fl 

286999 

205696_1.R1011 

wen700336650.hl 

BLASTX 

g3334756 

409 

4.0e-40 

108 

69 

(Y16672) putative arginine/serine-rich splicing factor 
[Medicago sativa] 

287000 

205701_1.R1011 
tzu700203920.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



BLASTX 

g3402699 

184 

7.0e-22 

158 

39 

(AC004261) 



unknown protein [Arabidopsis thaliana] 



287001 

205728_1.R1011 

dyk700106650.hl 

BLASTX 

g4586053 

397 

2.0e-39 

127 

63 

(AC007020) putative lacasse [Arabidopsis thaliana] 
287002 

205734_1.R1011 

fwa700099454.hl 

BLASTX 

g4138724 

476 

6.0e-48 

125 

74 

(AJ001061) hexose transporter [Vitis vinifera] 
287003 

205737_1.R1011 
xjt700094866.hl 

287004 

205744_1.R1011 

dyk700105542.hl 

BLASTX 

gl711355 

187 

9.0e-16 

103 

50 

SHORT-CHAIN TYPE DEHYDROGENASE/REDUCTASE 

>gi 421786_pir S34678 short-chain alcohol dehydrogenase - 

Norway spruce >gi_395223_emto_CAA52213_ (X74115) short-chain 
alcohol dehydrogenase [Picea abies] 

287005 

205786_1.R1011 
cyk700049491.fl 

287006 

205795_1.R1011 
wyr700237164.hl 
BLASTX 
g4336747 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273 

7.0e-24 

164 
42 

(AF104924) unconventional myosin heavy chain [Zea mays] 
287007 

205804_1.R1011 

cyk700049519.fl 

BLASTX 

g2191187 

281 

l.Oe-24 

212 
30 

(AF007271) contains similarity to a DNAJ-like domain 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287008 

205810_1.R1011 
gct701180422.hl 

287009 

205821_1.R1011 

cyk700051346.fl 

BLASTX 

gl418331 

292 

l.Oe-26 

94 
60 

(X95909) receptor like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



287010 

205822_1.R1011 

ntr700075082.hl 

BLASTX 

g3461817 

169 

5.0e-23 

107 
56 

(AC004138) unknown protein [Arabidopsis thaliana] 
287011 

205880_1.R1011 
cyk700049622.fl 

287012 

205887_1.R1011 

gct701176976.hl 

BLASTX 

g4115379 

352 

5.0e-33 

172 
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% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46 

(AC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 

287013 

205891_1.R1011 

wyr700236233.hl 

BLASTX 

g3075398 

642 

3.0e-67 

172 

66 

(AC004484) unknown protein [Arabidopsis thaliana] 
287014 

205919_1.R1011 
cyk700049674.fl 

287015 

205925_1.R1011 

xsy700214873.hl 

BLASTX 

g4103959 

258 

l.Oe-22 

75 
37 

(AF030033) calmodulin [Phaseolus vulgaris] 
287016 

205965_1.R1011 

cyk700049737.fl 

BLASTX 

g3482979 

208 

2.0e-16 

46 
78 

(AL031369) putative protein [Arabidopsis thaliana] 
>gi_4567258_gb_7^D23672. 1_AC007070_21 (AC007070) 
hypothetical protein [Arabidopsis thaliana] 

287017 

206031_1.R1011 
cyk700049830.fl 

287018 

206050_1.R1011 

wyr700236972.hl 

BLASTN 

g2342495 

41 

9.0e-14 

161 
81 

Ananas comosus mRNA for bromelain, complete cds 



39950 



9 



Seq. No. 


287019 


Contig ID 


206117 l.RlOll 


5 '-most EST 


rvt700552169.hl 


Method 


BLASTX 




g4 0 lu J f 0 


BLAST score 


460 


E value 


8.0e-46 


Match length 


184 


% identity 


49 


NCBI Description 


(AC007017) putative homeotic 




thaliana] 


Seq. No. 


287020 


Contig ID 


206125 l.RlOll 


5 '-most EST 


cyk700049959.fl 


Method 


BLASTX 


NCBI GI 


g2281111 


Dhfio I score 




E value 


3.0e-38 


Match length 


135 


% identity 


56 


NCBI Description 


(AC002333) endochitinase isol 




>gi_2288991 (AC002335) endoch 




thaliana] 


Seq, No. 


287021 


Contig ID 


206132 l.RlOll 


5 '-most EST 


hbs701185950.hl 


Method 




NCBI GI 


g4001663 


BLAST score 


222 


E value 


l.Oe-24 


Match length 


oZ 


% identity 


78 


NCBI Description 


(AB015207) ribosomal protein 


Seq. No. 


287022 


Contig ID 


206137 l.RlOll 


5 '-most EST 


cyk700049976.fl 


Seq. No. 


287023 


Contig ID 


206176 l.RlOll 


5 '-most EST 


ymt700222659.hl 


Method 


"DT 7\ c m V 


NCBI GI 


g4240207 


BLAST score 


149 


E value 


l.Oe-09 


Match length 


bz 


% identity 


42 


NCBI Description 


(AB020666) KIAA0859 protein [ 


Seq. No. 


287024 


Contig ID 


206177 l.RlOll 


5 '-most EST 


cyk700050025.fl 


Seq. No. 


287025 
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Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206187_1.R1011 
wyr700239973.hl 

287026 

206205__1.R1011 
gct701180484.hl 

287027 

206214_1.R1011 
tfd700574877.hl 

287028 

206217_1.R1011 

cyk700050090.fl 

BLASTX 

g2464865 

250 

2.0e-21 

103 

51 

(Z99707) pectinesterase like protein [Arabidopsis thaliana] 



287029 

206231_1.R1011 

wyr700240311.hl 

BLASTX 

g493947 

164 

l.Oe-11 

58 
53 

Chymotrypsin Inhibitor 2 
By Val {I76v) 



{Ci2) Mutant With lie 7 6 Replaced 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



287030 

206239_1.R1011 

qmh700027418.fl 

BLASTX 

g4455302 

318 

5.0e-43 

126 
70 

(AL035528) putative protein [Arabidopsis thaliana] 
287031 

206286^1. RlOll 
ymt700223048.hl 

287032 

206290_1.R1011 
wty700168533.hl 

287033 

206306_1.R1011 

xsy700210616.hl 

BLASTX 
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• 







BLAST score 


354 


E value 


2.0e-33 


Match length 


171 


% identity 


47 


NCBI Description 


(AC005169) hypothetical ] 


Seq. No. 


287034 


Contig ID 


206325 l.RlOll 


5 '-most EST 


uwc700149980.hl 


Method 


BLASTX 






BLAST score 


262 


E value 


4.0e-23 


Match length 


96 


% identity 


Do 


NCBI Description 


(Z71640) DnaJ homologue 


Seq. No. 


287035 


uontig lu 


zUoOiio l.KlUli 


5 '-most EST 


xsy700213024.hl 


Seq, No. 


287036 


Contig ID 


zUdooO l.KlUil 


5 '-most EST 


ntr700077395,hl 


Seq. No. 


287037 


L-ontig iu 


zUd4zo l.KlUll 


5 '-most EST 


cyk700050379.fl 


Seq. No. 


287038 


(^ontig lu 


ZUD4Zt) l.KlUll 


5 '-most EST 


qmh700027435.fl 


Seq. No. 


287039 


Lontig iu 


zUd44d l.KlUll 


5 '-most EST 


cyk700050406.fl 


Seq. No. 


287040 


Contig ID 


206448 l.RlOll 


5 '-most EST 


cyk700050521.fl 


Seq. No. 


287041 


Contig ID 


206485 l.RlOll 


5 '-most EST 


qmh700030458.fl 


Method 


BLASTX 




gfl 4 D4 U 1 u 


BLAST score 


366 


E value 


4.0e-35 


Match length 


123 


% identity 


55 


NCBI Description 


(AL035396) putative prot 


Seq. No. 


287042 


Contig ID 


206487 l.RlOll 


5 '-most EST 


cyk700050455,fl 
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Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287043 

206495_1.R1011 

hbs701181048.hl 

BLASTX 

g4585142 

312 

7.0e-29 

104 

60 

(AF088276) NADPH oxidase; gp91; phox homolog [Lycopersicon 
esculentum] 



Seq. No. 
Contig ID 
5 '-most EST 



287044 

206515_1.R1011 
qmh700025762.fl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287045 

206522_1.R1011 

wty700163006.hl 

BLASTX 

g2911073 

153 

4.0e-10 

48 
54 

(AL021960) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



287046 

206522_2.R1011 
fdz701164813.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287047 

206527_1.R1011 
cyk700050507.fl 



Seq. No. 

Contig ID 
5 '-most EST 



287048 

206534_1.R1011 
cyk700050514.fl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287049 

206569_1.R1011 

qmh700028914.fl 

BLASTX 

gl077551 

216 

2.0e-17 

115 

41 

probable membrane protein YDR04 9w - yeast (Saccharomyces 
cerevisiae) >gi_798901_emb_CAA8 907 9_ (Z49209) unknown 
[Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



287050 

206598_1.R1011 
qmh700027329.fl 
BLASTX 
g868154 
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# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



507 

l.Oe-51 

135 

73 

(U26537) similar to mipB gene product in Mesembryanthemum 
crystallinum, encoded by Genbank Accession Number L36097; 
MIP homolog; Method: conceptual translation supplied by 
author [Mesembryanthemum crystallinum] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287051 

206604^1. RlOll 

pmx700090051,hl 

BLASTN 

gl747293 

49 

l.Oe-18 

81 
90 

Oryza sativa mRNA for vacuolar H+-pyrophosphatase, complete 
cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287052 

206607_1.R1011 

ntr700073545.hl 

BLASTX 

g4218535 

208 

l.Oe-16 

50 
78 

(AJ010829) GRABl protein [Triticum sp. 



Seq. No. 
Contig ID 
5 '-most EST 



287053 

206623_1.R1011 
tzu700204267.hl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287054 

206628_1,'r1011 

wyr700241877.hl 

BLASTX 

g4559371 

161 

8.0e-ll 

76 

42 

{AC006585) putative peroxidase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



287055 

206638_1,R1011 
cyk700050643.fl 



Seq. No. 

Contig ID 
5 '-most EST 



287056 

206644_1.R1011 
xjt700095393.hl 



Seq. No. 

Contig ID 



287057 

206725 l.RlOll 
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5 '-most EST 



cyk700050924.fl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287058 

206732_1.R1011 

cjh700196639.hl 

BLASTX 

g2696225 

333 

4.0e-31 

133 
58 

(D55710) chitinase [Oryza sativa] 
287059 

206805_1.R1011 

cyk700050847.fl 

BLASTX 

g3763940 

157 

2.0e-10 

54 

61 

{AC004450) hypothetical protein [Arabidopsis thaliana] 
287060 

206819_1.R1011 

cyk700052438.fl 

BLASTX 

g2702268 

195 

3.0e-20 

95 
54 

(AC003033) putative cellulase [Arabidopsis thaliana] 
287061 

206823__1.R1011 

cyk700050868.fl 

BLASTX 

g4469022 

366 

8.0e-46 

233 

47 

(AL035602) cytochrome P450-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287062 

206941_1.R1011 

wyr700242337.hl 

BLASTX 

gl922242 

198 

3.0e-15 

57 
72 

(Y10084) hypothetical protein [Arabidopsis thaliana] 



39956 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287063 

206965_1.R1011 
cyk700051050.fl 

287064 

206966_1.R1011 
qmh700026415.fl 

287065 

206978_1.R1011 
cyk700051063.fl 

287066 

206996_1.R1011 
cyk700051091.fl 

287067 

206997_2.R1011 

xmt700258394.hl 

BLASTX 

g4519673 

670 

2.0e-70 

206 

60 

(AB017 694) WREBP-2 [Nicotiana tabacum] 
287068 

207014_1.R1011 
cyk700051141.fl 

287069 

207025__1.R1011 
cyk700051167.fl 

287070 

207032_1.R1011 
cyk700051176.fl 

287071 

207049_1.R1011 
hvj700622442.hl 

287072 

207059_1.R1011 

cyk700051232.fl 

BLASTX 

g4432860 

165 

2.0e-ll 

105 
38 

(AC006300) putative glucose-induced repressor protein 
[Arabidopsis thaliana] 



Seq. No. 



287073 
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Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



207069_1.R1011 

rvt700552622.hl 

BLASTX 

g3885342 

410 

l.Oe-79 

163 
82 

(AC005623) putative DNA polymerase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287074 

207092_1.R1011 

cyk700051932.fl 

BLASTX 

g2618721 

211 

8.0e-17 

46 
78 

(U4 9072) IAA16 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



287075 

207105_1.R1011 
qmh700029082.fl 



Seq. No. 

Contig ID 
5 '-most EST 



287076 

207126_1.R1011 
cyk700051328.fl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287077 

207163_1.R1011 

cyk700051377.fl 

BLASTX 

g2696221 

219 

3.0e-18 

75 
56 

(D55708) chitinase [Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287078 

207176_1.R1011 

tzu700206523.hl 

BLASTX 

g3925233 

592 

2.0e-61 

118 
97 

(AF037034) putative peroxidase P7X [Zea mays] 



Seq. No. 

Contig ID 
.5 '-most EST 
Method 
NCBI GI 
BLAST score 



287079 

207207_1.R1011 

cyk700051447.fl 

BLASTX 

g3420801 

239 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



4.0e-20 

111 

48 

(AF081066) lAA-amino acid hydrolase homolog ILL3 
[Arabidopsis thaliana] 

287080 

207225_1.R1011 

hvj700621605.hl 

BLASTX 

gll74783 

299 

3.0e-44 

130 

75 

TRYPTOPHAN SYNTHASE ALPHA CHAIN PRECURSOR 

>gi 1362207_pir S56665 tryptophan synthase (EC 4.2.1. 

alpha chain - maize >gi_440171_emb_CAA54131__ (X76713) 
tryptophan synthase, alpha subunit [Zea mays] 

287081 

207248_1.R1011 
cyk700051512.fl 

287082 

207260_1.R1011 

pmx700081935.hl 

BLASTX 

g4220477 

159 

l.Oe-13 

59 
59 

(AC006069) unknown protein [Arabidopsis thaliana] 
287083 

207262_1.R1011 

wyr700241752.hl 

BLASTX 

g2618699 

490 

2.0e-49 

126 
69 

(AC002510) unknown protein [Arabidopsis thaliana] 
287084 

207268_1.R1011 
clt700045353.fl 



20) 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



287085 

207302_1.R1011 

gct701170866.hl 

BLASTX 

g4539009 

309 

4 .Oe-54 



39959 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157 
64 

(AL049481) putative protein [Arabidopsis thaliana] 
287086 

207337_1.R1011 
xsy700210944 .hi 

287087 

207404_1.R1011 

xtd700282392.h2 

BLASTX 

g2695861 

226 

9.0e-19 

56 

75 

(Y14272 ) 3-deoxy-D-manno-2-octulosonate-8-phosphate 
synthase [Pisum sativum] >gi_26958 63_emb_CAA74 645_ (Y14273) 
3-deoxy-D-manno-2-octulosonate-8 -phosphate synthase [Pisum 
sativum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



287088 

207406_1.R1011 

wyr700240224 .hi 

BLASTX 

g2642158 

150 

6.0e-10 

92 

34 

(AC003000) hypothetical protein [Arabidopsis thaliana] 
287089 

207421_1,R1011 

xdg700405225.hl 

BLASTX 

g2842493 

337 

7.0e-32 

74 

84 

(AL021749) predicted protein [Arabidopsis thaliana] 
287090 

207456_1.R1011 

gct701169302.hl 

BLASTX 

g2558660 

260 

2.0e-22 

156 

40 

(AC002354) No definition line found [Arabidopsis thaliana] 
287091 

207461 l.RlOll 
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5 '-most EST 



yyf700349308.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



287092 

207497__1.R1011 
yyf700349016.hl 

287093 

207498_1,R1011 

cyk700051884.fl 

BLASTX 

g3925231 

428 

l.Oe-42 

80 
96 

(AF037033) anionic peroxidase H [Zea mays] 
287094 

207505_1.R1011 
cyk700051891.fl 

287095 

207517_1.R1011 
cyk700051909.fl 

287096 

207562_1.R1011 
ceu700422826.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287097 

207580_1.R1011 

xmt700259152.h2 

BLASTX 

g3327150 

179 

8.0e-13 

194 

31 

(AB014568) KIAA0668 protein [Homo sapiens] 
287098 

207592_1.R1011 

ceu700424791.hl 

BLASTX 

g4432821 

507 

2.0e-51 

147 

69 

(AC006593) putative transmembrane protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



287099 

207596_1.R1011 
qinh700026031.fl 



Seq. No. 



287100 
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# 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



207611_1.R1011 
xyt700345995.hl 

287101 

207621_1.R1011 

cyk700052065.fl 

BLASTX 

g3559807 

154 

2.0e-12 

102 
42 

(Y15628) HCF136 protein [Arabidopsis thaliana] 
287102 

207638_1.R1011 
cyk700052083.fl 

287103 

207646_1.R1011 
cyk700052091.fl 

287104 

207667_1.R1011 
cyk700052125.fl 

287105 

207687_1.R1011 
cyk700052149.fl 

287106 

207710_1.R1011 
ymt700219335,hl 

287107 

207741_1.R1011 

tzu700203939.hl 

BLASTX 

g3128168 

147 

2.0e-09 

54 

46 

(AC004521) putative carboxyl-terminal peptidase 
[Arabidopsis thaliana] 

287108 

207746_1.R1011 
gct701180577.hl 

287109 

207775_1.R1011 

cyk700052283.fl 

BLASTX 

g4512685 

162 

4.0e-ll 
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Match length 

% identity 

NCBI Description 



84 
42 



(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4559325_gb_AAD22987.1__AC007087_6 (AC007087) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 287110 

Contig ID 207784_1 . RlOll 

5 '-most EST cyk700052293 . f 1 

Seq. No. 287111 

Contig ID 207816_1 . RlOll 

5'-most EST tzu700201987 . hi 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287112 

207862_1, RlOll 

cyk700052439.fl 

BLASTX 

gl314711 

438 

l.Oe-43 

97 

84 

(U54 615) calcium-dependent protein kinase [Arabidopsis 
thaliana] >gi_3068712 (AF049236) calcium dependent protein 
kinase [Arabidopsis thaliana] 



Seq. No. 287113 

Contig ID 207897_1 . RlOll 

5'-most EST pmx700087010.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287114 

207907_1. RlOll 

qmh700026731.fl 

BLASTX 

g2506931 

290 

6.0e-26 

114 

50 

APYRASE PRECURSOR (ATP-DIPHOSPHATASE) (ADENOSINE 
DI PHOSPHATASE ) ( ADPASE ) ( ATP-DI PHOSPHOHYDROLASE ) 

>gi_2129977_pir JC4616 apyrase (EC 3.6.1.5) - potato 

>gi_1381633 (U58597) ATP-diphosphohydrolase [Solanum 
tuberosum] 



Seq. No. 287115 

Contig ID 207908_1 .RlOll 

5 '-most EST qmh700030004 . f 1 

Method BLASTX 

NCBI GI gl353516 

BLAST score 471 

E value 3.0e-47 

Match length 132 

% identity 71 

NCBI Description (U38651) sugar transporter [Medicago truncatula] 



39963 



Seq. No. 


287116 


Contig ID 


207925 l.RlOll 


5 '-most EST 


qmh700025712.fl 


Seq. No, 


287117 


Contig ID 


207965 l.RlOll 


5 » -most EST 


qmh700025758.fl 


Method 


BLASTX 




gz xjddv o L 


BLAST score 


499 


E value 


6.0e-51 


Match length 


93 


% identity 


100 


NCBI Description 


(AF019297) starch synthase isoform zSTSII-2 


Seq. No. 


287118 


Contig ID 


207966 l.RlOll 


5 '-most EST 


qmh700025759.fl 


Method 


BLASTX 


NLbl 




BLAST score 


207 


E value 


2.0e-16 


Match length 


113 


% identity 




NCBI Description 


(AB020697) KIAA0890 protein [Homo sapiens] 


Seq. No. 


287119 


Contig ID 


207977 l.RlOll 


5 '-most EST 


qmh700025771.fl 


Seq. No. 


287120 


Contig ID 


207983 l.RlOll 


5 '-most EST 


qmh700025778.fl 


Method 


BLASTX 


TvT n T T 

NCBI tjl 


g4 u u oo / o 


BLAST score 


210 


E value 


3.0e-17 


Match length 


54 


% identity 


63 


NCBI Description 


(Z99707) MAP3K-like protein kinase [Arabidop. 


Seq. No. 


287121 


Contig ID 


207988 l.RlOll 


5 '-most EST 


pmx700086720.hl 


Method 


BLASTX 


NCBI GI 


g4309759 


BLAST score 


T T "5 


E value 


9.0e-78 


Match length 


205 


% identity 


71 


NCBI Description 


(AC006217) unknown protein with Src homology 




profile (PDOC50002) [Arabidopsis thaliana] 


Seq. No. 


287122 


Contig ID 


208057 l.RlOll 


5 '-most EST 


qmh700030633.fl 



[Zea mays] 



3 (SH3) domain 
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# 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287123 

208080_1.R1011 

wyr700235894.hl 

BLASTX 

g4512659 

170 

4.0e-12 
113 

37 ... 
{AC006931) putative protein kinase [Arabidopsis thaliana] 
>gi__45444 65_gb_AAD22372.1_AC006580_4 (AC006580) putative 
protein kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5* -most EST 



287124 

208113_1.R1011 
qmh700025939.fl 



Seq. No. 

Contig ID 
5 '-most EST 



287125 

208119_1.R1011 
qmh700025946.fl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287126 

208120_1.R1011 
qmh700025947,fl 

287127 

208130_1.R1011 

qmh700025958.fl 

BLASTX 

g586477 

398 

l.Oe-38 

151 

52 

HYPOTHETICAL 44.2 KD GTP-BINDING PROTEIN IN SC02-MRF1 

INTERGENIC REGION >gi_62 6828__pir S45881 probable purine 

nucleotide-binding protein YBR025c - yeast (Saccharomyces 
cerevisiae) >gi_4 98754__emb_CAA53 682_ {X76078) YBR0309 
[Saccharomyces cerevisiae] >gi_536234_emb_CAA84967_ 
{Z35894) ORE YBR025c [Saccharomyces cerevisiae] 

>gi_1587583_prf 2206497F ORE YBR0309 [Saccharomyces 

cerevisiae] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287128 

208139_1.R1011 

wyr700240840.hl 

BLASTN 

g4115614 

345 

O.Oe+00 

455 

94 

Zea mays mRNA for root cap-specific glycine-rich protern, 
complete cds 



Seq. No. 

Contig ID 



287129 

208141 l.RlOll 



39965 



5 '-most EST 



tzu700205806.hl 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287130 

208141_2.R1011 
qmh700025971.fl 

287131 

208143_1.R1011 

tzu700205957.hl 

BLASTX 

g4493908 

163 

3.0e-ll 

66 
42 

(AL034558) predicted using hexExon; MAL3P2.30 (PFC0305w), 
Putative homologue of Human EBl, len: 511 aa; Similarity to 
Human EBl protein. H. sapiens EBl protein (TR:Q156910) BLAST 
Score: 325, sum P(2) = 6.2e-35; 46% identity in 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



287132 

20B164_1.R1011 
wyr700237936.hl 

287133 

208179__1.R1011 
fdz701159841.hl 

287134 

208200_1.R1011 

ntr700073581.hl 

BLASTX 

g481815 

189 

3.0e-14 

82 

44 

vegetative storage protein - western balsam poplar x 
Cottonwood >gi_309839 (L20233) vegetative storage protein 
[Populus trichocarpa x Populus deltoides] 

287135 

208262_1.R1011 
ceu700421660.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



287136 

208264_1.R1011 
tzu700205488.hl 

287137 

208284_1.R1011 
tzu700201150.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



287138 

208289_1.R1011 

qmh700026168.fl 

BLASTX 



39966 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2253010 
371 

2.0e-58 

141 

78 

(Y14199) MAP3K delta-1 protein kinase [Arabidopsis 
thaliana] 

287139 

208293_1.R1011 

wyr700237076.hl 

BLASTX 

g2498731 

169 

4.0e-12 

53 

60 

PROBABLE NADP-DEPENDENT OXIDOREDUCTASE PI 

>gi_1362013_pir S57611 zeta-crystallin homolog - 

Arabidopsis thaliana >gi_886428_emb_CAA8 9838_ (Z49768) 
zeta-crystallin homologue [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



287140 

208349_1.R1011 
dyk700106519.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



287141 

208351_1.R1011 
xjt700095529.hl 

287142 

208360_1.R1011 

wyr700235330,hl 

BLASTX 

g2598575 

526 

l.Oe-53 

130 
76 

(Y15293) MtN21 [Medicago truncatula] 
287143 

208386__1.R1011 

qmh700026306.fl 

BLASTX 

g2493318 

200 

l.Oe-15 

61 

61 

BLUE COPPER PROTEIN PRECURSOR >gi_5 6277 9_emb_CAA80963_ 
(Z25471) blue copper protein [Pisum sativum] 
>gi_1098264_prf 2115352A blue Cu protein [Pisum sativum] 

287144 

208387_1.R1011 
wty700167587,hl 



39967 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287145 

208403_1.R1011 

dyk700103204.hl 

BLASTX 

g2801803 

392 

l.Oe-65 

164 

80 

(AF042489) germin-like protein 16 [Oryza sativa] 
287146 

208403_2.R1011 

dyk700102774.hl 

BLASTX 

gl070358 

212 

4.0e-17 

50 
82 

{X93171) oxalate oxidase-like protein or germin-like 
protein [Hordeum vulgare] 

287147 

208406_1.R1011 

xsy700214357.hl 

BLASTX 

g548702 

332 

6.0e-31 

94 
60 

DNA-DIRECTED RNA POLYMERASE II 14.5 KD POLYPEPTIDE {RPB9) 

(RPB14.5) >gi_543001_pir S41621 DNA-directed RNA 

polymerase (EC 2.7.7.6) II 14. 5K chain - human 
>gi_397150_emb_CAA80649_ (Z23102) RNA Polymerase II subunit 
14.5 kD [Homo sapiens] >gi_1905901 (AD001527) HUMAN 
DNA-DIRECTED RNA POLYMERASE II 14.5 KD SUBUNIT [Homo 
sapiens] 

287148 

208427_1.R1011 
xjt700094231.hl 

287149 

208446_1.R1011 

qmh700026378.fl 

BLASTX 

g4115379 

201 

l.Oe-15 

115 

40 

{AC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 



39968 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287150 

208452_1.R1011 

nbm700465296.hl 

BLASTX 

g3096935 

656 

9.0e-69 

172 
75 

(AL023094) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



287151 

208469_1.R1011 
wyr700238547.hl 



Seq. No. 
Contig ID 
5^ -most EST 



287152 

208477_1.R1011 
qmh700026421.fl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287153 

208480_1.R1011 

hbs701185662.hl 

BLASTX 

g3056592 

239 

5.0e-20 

154 

38 

(AC004255) T1F9.13 [Arabidopsis thaliana] 
287154 

208499_1.R1011 

gct701168423.hl 

BLASTX 

gll2802 

192 

8.0e-15 

52 
71 

4-C0UMARATE~C0A LIGASE >gi_82454_pir JU0311 

4-coumarate~CoA ligase (EC 6.2.1.12) - rice 
>gi_20161_emb_CAA36850_ (X52623) 4-coumarate-CoA ligase 
[Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287155 

208526_1.R1011 

dyk700102288.hl 

BLASTX 

g2735502 

329 

l.Oe-30 

126 

57 

(U96096) endo-1, 3-beta-glucanase [Hordeum vulgare] 



Seq. No. 

Contig ID 



287156 

208598 l.RlOll 
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5 '-most EST 


uer700577252.hl 




Seq. No. 


287157 




Contig ID 


208626 1,R1011 




5^ -most EST 


dyk700105591.hl 




Method 


BLASTX 




NCBl ijL 






BLAST score 


332 




E value 


9.0e-34 




Match length 


145 




% identity 






NCBI Description 


(095973) hypothetical protein [Arabidopsis thaliana] 




Seq. No. 


287158 




Contig ID 


208633 l.RlOll 




5 '-most EST 


qmh700027745.fl 


..V.,.,. 


Seq, No. 


287159 


LJ 


Contig ID 


208699 l.RlOll 


%j 


5 '-most EST 


dyk7Q0105904.hl 


01 


Method 


BLASTX 




NCBI GI 


g4 u u oy lo 




BLAST score 


280 




E value 


l.Oe-24 




Match length 


129 




% identity 


47 




NCBI Description 


(Z99708) peroxidase like protein [Arabidopsis thaliana 


H 


Seq, No, 


287160 


!^ 


Contig ID 


208703 l.RlOll 




5 '-most EST 


qmh700026722,fl 




Method 


BLASTX 




NCBI GI 


gz J 4 Z / Z 4 




BLAST score 


416 




E value 


9.0e-41 




Match length 


121 




% identity 


65 




NCBI Description 


(AC002341) unknown protein [Arabidopsis thaliana] 




Seq. No. 


287161 




Contig ID 


208717 1,R1011 




5 '-most EST 


qmh700026738,fl 




Method 


BLASTX 




NCBI GI 


gzz 4 4 0 o y 




BLAST score 


379 




E value 


3.0e-36 




Match length 


188 




% identity 


14 




NCBI Description 


(Z97337) hypothetical protein [Arabidopsis thaliana] 




Seq. No. 


287162 




Contig ID 


208723 1,R1011 




5 '-most EST 


qmh700026744.fl 




Method 


BLASTN 




NCBI GI 


g726475 




BLAST score 


67 




E value 


2.0e-29 
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Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Method 



119 
89 

Avena fatua nondorraancy-associated clone AFN2 putative ORFl 
mRNA, partial cds 

287163 

208730_1.R1011 

wyr700243086.hl 

BLASTX 

gl546692 

209 

l.Oe-16 

58 

64 

(X98805) peroxidase ATP19a [Arabidopsis thaliana] 
287164 

208756_1.R1011 

dyk700105701.hl 

BLASTX 

gl279654 

143 

4.0e-09 

50 
54 

(X97351) peroxidase [Populus balsamifera subsp. 
trichocarpa] 

287165 

208760_1.R1011 

uwc700150074.hl 

BLASTX 

g2492782 

377 

2.0e-36 

117 

63 

ALPHA-GALACTOSIDASE PRECURSOR (MELIBIASE) 

(ALPHA-D-GALACTOSIDE GALACTOHYDROLASE) >gi_504489 (L27992) 
alpha-galactosidase [Coffea arabica] 

287166 

208791_1.R1011 
qmh700026843.fl 

287167 

208819_2.R1011 
fdz701163191,hl 

287168 

208819_3.R1011 
uer700576791.hl 

287169 

208848_1.R1011 

qmh700026930.fl 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4558550 
473 

l.Oe-47 

112 

74 

(AC007138) 
thaliana] 



putative protein transport factor [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



287170 

208857_1.R1011 
fdz701158593.hl 

287171 

208903_1.R1011 
dyk700103281.hl 

287172 

208913_1.R1011 

qmh700027009.fl 

BLASTX 

g3093294 

334 

3.0e-31 

116 

59 

(Y12782) putative villin [Arabidopsis thaliana] 
287173 

208950_1.R1011 
qmh700027058.fl 

287174 

208978_1.R1011 

xjt700092325.hl 

BLASTN 

g4159707 

36 

l,0e-10 

100 

84 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MJK13, complete sequence [Arabidopsis thaliana] 

287175 

209009_1.R1011 

clt700043821.fl 

BLASTX 

g4127348 

403 

2.0e-39 

117 

64 

(AJ01044 9) glutathione transferase [Alopecurus myosuroides] 
287176 

209011_1.R1011 
hbs701186269.hl 



39972 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287177 

209031_1.R1011 
qmh700027162.fl 

287178 

209033_1.R1011 

qmh700027164.fl 

BLASTX 

g4220462 

359 

6.0e-40 

114 

64 

(AC006216) Strong similarity to gb_Z50851 HD-zip (athb-8) 
gene from Arabidopsis thaliana containing Homeobox PF_0004 6 
and bZIP PF 00170 domains. [Arabidopsis thaliana] 



Seq. No. 


287179 


Contig ID 


209054 l.RlOll 


5 '-most EST 


rvl700454826.hl 


Method 


BLASTX 


NCBI GI 


gl707642 


BLAST score 


501 


E value 


l.Oe-50 


Match length 


143 


% identity 


70 


NCBI Description 


(Y07748) TMK [Oryza sativa] 


Seq. No. 


287180 


Contig ID 


209069 l.RlOll 


5 '-most EST 


qmh700027211.fl 


Method 


BLASTX 


NCBI GI 


g418777 


BLAST score 


302 


E value 


7.0e-28 


Match length 


58 


% identity 


90 


NCBI Description 


phosphoprotein phosphatase 



(EC 3.1.3.16) 2A-alpha catalytic 
Arabidopsis thaliana (fragment) 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



chain (clone EP7) 
287181 

209071_1.R1011 
qmh700027213.fl 



287182 

209132_1.R1011 

mwy700440537.hl 

BLASTX 

g2760333 

191 

l.Oe-14 

98 
42 

(AC002130) F1N21.18 [Arabidopsis thaliana] 



Seq. No, 



287183 
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Contig ID 
5^ -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



209137_1.R1011 
qmh700027304.fl 

287184 

209140_1.R1011 

qmh700027309.fl 

BLASTX 

g294845 

193 

5.0e-15 

77 
53 

(L13655) meinbrane protein [Saccharum hybrid cultivar 
H65-7052] 

287185 

209168_1.R1011 
qmh700027560.fl 

287186 

209207_1.R1011 

qmh700027401.fl 

BLASTX 

g860676 

212 

6.0e-17 

50 
74 

(U24188) calcium/calmodulin-dependent protein kinase 

[Lilium longiflorum] >gi_1097385_prf 2113422A 

Ca/calmodulin-dependent protein kinase [Lilium longiflorum] 

287187 

209231_1.R1011 
qmh700027427.fl 

287188 

209306_1.R1011 
wyr700236274.hl 

287189 

209306_2.R1011 
wty700162982.hl 

287190 

209341_1.R1011 
gct701175455.hl 

287191 

209352_1.R1011 

ntr700073929.hl 

BLASTX 

gl743354 

284 

2.0e-29 

101 

64 



39974 



NCBI Description (Y09876) aldehyde dehydrogenase (NAD+) [Nicotiana tabacum] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



287192 

209369_1.R1011 
qmh700027593.fl 

287193 

209378_1.R1011 

qmh700027607.fl 

BLASTX 

g2459446 

401 

7.0e-39 

183 
42 

(AC002332) putative cinnamoyl-CoA reductase [Arabidopsis 
thaliana] 

287194 

209386^1. RlOll 
qmh700027615.fl 

287195 

209402_1.R1011 

tzu700201760.hl 

BLASTX 

gl350951 

411 

2.0e-40 
103 

79 

40S RIBOSOMAL PROTEIN S18E >gi_1071977_pir S50886 

ribosomal protein S18.e, cytosolic - yeast ( Saccharomyces 
cerevisiae) >gi_575693_emb_CAA8 6629_ (Z46659) 40S ribosomal 
protein gene, len: 146, CAI : 0.74 [Saccharomyces 
cerevisiae] >gi_927725 (U33007) Ydr450wp [Saccharomyces 
cerevisiae] 

287196 

209442^1, RlOll 
qmh700027687.fl 

287197 

209459_1.R1011 
qmh700029630.fl 

287198 

209513_1.R1011 
uwc700152213.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



287199 

209532_1.R1011 
qmh700027809.fl 

287200 

209540^1. RlOll 
vux700158261.hl 



39975 



Seq. No. 


287201 


Contig ID 


209542 l.RlOll 


5 '-most EST 


pmx700082536.hl 


Method 


BLASTX 




g^i 0 4 4 ^ 1? y 


BLAST score 


672 


E value 


l.Oe-86 


Match length 


197 


% identity 


O O 


NCBI Description 


{AC007047) putative beta- 




thaliana] 


Seq. No. 


287202 


Contig ID 


209552 l.RlOll 


5 '-most EST 


qmh700028317.fl 


Seq. No. 


287203 


Contig ID 


209575 l.RlOll 


5 '-most EST 


qmh700027867.fl 


Method 


■RT 2\ QTiV 


NCBI GI 


g3193300 


BLAST score 


179 


E value 


2.0e-13 


Match length 


y4 


% identity 


48 


NCBI Description 


(AF069298) No definition 


Seq. No. 


o o n o n A 
Zo / ZU 4 


Contig ID 


209595 l.RlOll 


5 '-most EST 


qmh700027896.fl 


Seq. No. 


o o T o n c 


Contig ID 


209612 l.RlOll 


5 '-most EST 


xsy700211916.hl 


beq. JNo. 




Contig ID 


209629 l.RlOll 


5 '-most EST 


qmh700027937.fl 


beq. No, 


Zo / zu / 


Contig ID 


209645 l.RlOll 


5 '-most EST 


qmh700027953.fl 


Seq. No. 


287208 


Contig ID 


209647 l.RlOll 


5 '-most EST 


qmh700027955.fl 


Seq. No. 


287209 


Contig ID 


209685 l.RlOll 


5 '-most EST 


ymt700220024.hl 


Method 


BLASTX 


NCBI GI 


g2708532 


BLAST score 


485 


E value 


3.0e-50 


Match length 


140 


% identity 


69 



39976 



• 



NCBI Description (AF029351) putative RNA binding protein [Nicotiana tabacum] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287210 

209730_1.R1011 

qrah700028063.fl 

BLASTX 

g2498098 

235 

6.0e-20 

80 
60 

A3 PROTEIN 
>gi_938300 



>gi_2129909_pir S58310 gene A3 protein - cowpea 

emb CAA62086 {X90487) unknown [Vigna 



unguiculata] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287211 

209730_2.R1011 

vux700159036,hl 

BLASTX 

g2498098 

166 

5.0e-12 

58 
59 

A3 PROTEIN >gi__2129909__pir S58310 gene A3 protein - cowpea 

>gi_938300_emb_CAA6208 6_ (X90487) unknown [Vigna 
unguiculata] 

287212 

209731__1.R1011 
qmh700028064,fl 

287213 

209743_1,R1011 
wyr700235714.hl 

287214 

209763_1.R1011 
pmx700088856.hl 

287215 

209785_1.R1011 
qmh700028143.fl 

287216 

209852_1.R1011 

xsy700217531,hl 

BLASTX 

gl353193 

175 

8.0e-24 

119 
50 

0-METHYLTRANSFERASE ZRP4 (OMT) >gi_5421 8 6_pir JQ2268 

0-methyltransferase (EC 2.1,1,-) - maize >gi_404070 
(L14 063) 0-methyltransferase [Zea mays] 



39977 



Seq. No. 

Contig ID 

5^ -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287217 

209875_1.R1011 

xjt700094048.hl 

BLASTX 

gll51134 

263 

3.0e-23 

50 

98 

{U43034) permease 



1 [Zea mays] 



287218 

209893_1.R1011 

qmh700028282.fl 

BLASTX 

g3047318 

393 

6.0e-40 

106 

19 

{AF056625) poly-ubiquitin [Magnaporthe grisea] 
287219 

209927_1.R1011 

qmh700028327.fl 

BLASTN 

gl946264 

36 

6.0e-ll 

48 
94 

O.sativa mRNA for myb factor, 1202 bp 
287220 

209934_1.R1011 
qmh700028336.fl 

287221 

210033_1.R1011 

qmh700028480.fl 

BLASTX 

gl742959 

272 

2.0e-24 

73 

70 

(Z71450) CLC-d chloride channel protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



287222 

210073_1.R1011 
ceu700433205.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287223 

210073_2.R1011 
yyf700351796.hl 



39978 



11 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



287224 

210078__1.R1011 
qmh700028547.fl 

287225 

210085_1.R1011 
qmh700028555.fl 

287226 

210101_1.R1011 

nbm700477603.hl 

BLASTN 

g5091496 

56 

7.0e-23 

124 

86 

Oryza sativa genomic DNA, chromosome 6, clone P0680A03, 
complete sequence 

287227 

210101__2.R1011 

qmh700028572.fl 

BLASTN 

g5091496 

62 

2.0e-26 
142 

86 

Oryza sativa genomic DNA, chromosome 6, clone P0680A03, 
complete sequence 

287228 

210104_1.R1011 
qmh700028576. fl 

287229 

210109_1.R1011 
ymt700219253.hl 

287230 

210119_1.R1011 

hbs701182570.hl 

BLASTX 

g4539314 

211 

8.0e-17 

123 

38 

[AL035679) kinesin like protein [Arabidopsis thaliana] 
287231 

210129_1.R1011 
qmh700028610.fl 



287232 
210132 



l.RlOll 



39979 



5 '-most EST 


qmh700028613,fl 


Seq. No. 


287233 


uont-Lg iJJ 




5 '-most EST 


nbm700470847.hl 


Seq. No. 


287234 


Contig ID 


210150 l.RlOll 


5 '-most EST 


qmh700028633.fl 


Seq. No. 


287235 


Contig ID 


210271 l.RlOll 


5 '-most EST 


tzu700206624.hl 


Method 


BLASTX 


NCBI GI 


g3850584 




262 


E value 


6.0e-23 


Match length 


86 


% identity 


63 


NCBI Description 


(AC005278) ESTs 




gene . [Arabidop 


Seq. No. 


287236 


Contig ID 


210336 l.RlOll 


5 '-most EST 


dyk700106496.hl 


Method 


BLASTX 


NCBI GI 


g3249105 


BLAST score 


599 


E value 


3.0e-62 


Match length 


138 


% identity 


80 



NCBI Description 



(AC003114) Contains similarity to protein phosphatase 2C 
(ABIl) gb X78886 from A. thaliana. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



287237 

210366_1.R1011 
wty700171572,hl 



Seq. No. 

Contig ID 
5 '-most EST 



287238 

210372_1.R1011 
xdb700337382.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287239 

210394_1.R1011 
rvt7005533G2.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287240 

210401_1.R1011 
wyr700237869.hl 



Seq. No. 

Contig ID 
5 '-most EST 



287241 

210412_1.R1011 
xyt700344475.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287242 

210435_1.R1011 
uwc700155042.hl 



39980 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



BLASTX 

g4063747 

172 

3,0e-12 

61 

57 

(AC005851) hypothetical protein [Arabidopsis thaliana] 



287243 

210488_1.R1011 

gct701168969.hl 

BLASTX 

gll23105 

194 

9.0e-15 

152 

31 

(U42438) similar to S, 



protein 1 (SP:P38703) 
287244 

210517__1.R1011 
ymt700219938.hl 



cerevisiae longevity-assurance 
[Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287245 

210520_1.R1011 

vux700162211.hl 

BLASTX 

g4154283 

224 

3.0e-18 

171 

38 

(AF089744) xenotropic and polytropic murine leukemia virus 
receptor X3 [Homo sapiens] >gi_4324 975_gb_AAD17211_ 
(AF115389) SYGl protein [Homo sapiens] 



Seq, No, 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



287246 

210526_1.R1011 
qmh700029132.fl 

287247 

210532_1.R1011 
qmh700029139.fl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



287248 

210545_1.R1011 
xsy700208776.hl 

287249 

210549_1.R1011 
qmh700029160.fl 



Seq. No. 

Contig ID 
5 '-most EST 



287250 

210587_1.R1011 
qmh700029208.fl 



39981 



• 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



287251 

210629^1. RlOll 
pmx700085864.hl 

287252 

210641_2.R1011 
vux700159574.hl 

287253 

210663_1.R1011 
qmh700029537.fl 

287254 

210670_1.R1011 
szl700184958.hl 

287255 

210674__1.R1011 

qmh700029353.fl 

BLASTX 

g4586053 

388 

7.0e-38 

94 

67 

(AC007020) putative lacasse [Arabidopsis thaliana] 
287256 

210676_1.R1011 

nbm700469088.hl 

BLASTX 

g4309741 

240 

2.0e-20 

80 
61 

(AC006439) hypothetical protein [Arabidopsis thaliana] 
287257 

210681_1.R1011 

ntr700073081.hl 

BLASTX 

g2160169 

202 

9.0e-16 

81 

54 

(AC000132) No definition line found [Arabidopsis thaliana] 
287258 

210689_1.R1011 

xmt700266470.hl 

BLASTX 

g3253159 

314 

9.0e-29 
170 



39982 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



44 

(AF005355) translation initiation factor eIF2C [Oryctolagus 
cuniculus] 

287259 

210709_1.R1011 
tzu700205523.hl 



287260 

210744_1,R1011 
ymt700221419.hl 

287261 

210748_1.R1011 

dyk700106333.hl 

BLASTX 

g3831440 

351 

2.0e-33 

96 

69 

(AC005819) putative cytochrome P450 
>gi_4415946_gb_7iJ^D2017 6_ (AC006418) 
P450 [Arabidopsis thaliana] 

287262 

210824_1.R1011 
rvt700551777.hl 



[Arabidopsis thaliana] 
putative cytochrome 



287263 

210866_1.R1011 
qmh700029601.fl 

287264 

210884_1.R1011 
pmx700090914,hl 

287265 

210887_1.R1011 
qmh700029628.fl 

287266 

210916_1.R1011 

qmh700029665.fl 

BLASTX 

g4220480 

311 

2.0e-28 

147 

24 

(AC006069) unknown protein [Arabidopsis thaliana] 
287267 

210921_1.R1011 
dyk700103391.hl 
BLASTX 
g2244876 



39983 



BLAST score 


426 


E value 


5.0e-42 


Match length 


139 






NCBI Description 


(Z97338) hypothetical protein [Arabidopsis thaliana; 


Seq. No. 


287268 


(^Urit-Ly J.U 




5 '-most EST 


qmh700029675.fl 


Seq. No. 


287269 






5 '-most EST 


tzu700204786.hl 


Seq. No. 


287270 


uontig xu 


91 nQ4 Q 1 R1 01 1 


5 '-most EST 


xjt700096434.hl 


Seq. No. 


287271 


uonuiq ID 


9inQR1 1 R1011 


5 '-most EST 


qmh700029709.fl 


Seq. No. 


287272 


conL.j_y Lu 


910Q(^7 1 RlOll 


5 '-most EST 


vux700l56928.hl 


Seq. No. 


287273 


Contig ID 


210980 l.RlOll 


5 '-most EST 


qmh700029740.fl 


Seq. No. 


287274 


Contig ID 


211018 l.RlOll 


5 '-most EST 


qmh700029782.fl 


Method 


BLASTX 


NCBI GI 


g2191140 




1 Q9 


E value 


6.0e-15 


Match length 


69 


% identity 


54 


NCBI Description 


(AF007269) contains weak similarity to MYB-related ] 




[Arabidopsis thaliana] 


Seq. No, 


287275 


Contig ID 


211021 l.RlOll 


5 '-most EST 


rvt700549912.hl 


Method 


BLASTX 


NCBI GI 


g4249382 


BLAST score 


209 


Hj va±us 




Match length 


47 


% identity 


79 


NCBI Description 


(AC005966) Strong similarity to gi__3337350 F13P17,3 




putative permease from Arabidopsis thaliana BAC 




gb_AC004481. [Arabidopsis thaliana] 


Seq. No. 


287276 


Contig ID 


211067_1.R1011 



39984 



5 '-most EST 



qmh700029844.fl 



Seq. No. 


287277 


Contig ID 


211089 l.RlOll 


5 '-most EST 


fwa700100882.hl 


Method 


BLiAb i A 


NCBI GI 


g3928084 


BLAST score 


142 


E value 


7.0e-09 


Match length 


1 u O 


% identity 


39 


NCBI Description 


(AC005770) retrotranspos 




thaliana] 


Seq. No. 


287278 


Contig ID 


211090 l.RlOll 


5 '-most EST 


qmh700029869.fl 


Seq. No. 


287279 


Contig ID 


211116 l.RlOll 


5 '-most EST 


wyr700237651.hl 


Seq. No. 


287280 


Contig ID 


211122 l.RlOll 


5 '-most EST 


qmh700029913.fl 


Seq, No. 


287281 


Contig ID 


211136_1.R1011 


o ' -most EST 


T A ri fl O Q Q 1} Pi -PI 

qmn /uuuzyyou . rx 


Method 


BLASTX 


NCBI GI 


g3367571 


BLAST score 


216 


E value 


D . Ue-lo 


Match length 


75 


% identity 


51 


NCBI Description 


(AL031135) putative prot 


Seq. No. 


287282 


Contig ID 


211217 l.RlOll 


5 '-most EST 


wyr700242045.hl 


Seq. No. 


287283 


Contig ID 


211243_1.R1011 


o —most: tio i 


xog / uu^iUoi / o .ni 


Method 


BLASTX 


NCBI GI 


g4455309 


BLAST score 


394 


E value 


2.0e-38 


Match length 


130 


% identity 


62 


NCBI Description 


{AL035528) hypothetical 


Seq. No. 


287284 


Contig ID 


211246 l.RlOll 


5 '-most EST 


xjt700096282.hl 


Method 


BLASTX 


NCBI GI 


g3184283 



39985 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



600 

2.0e-62 

135 
85 

(AC004136) 
thaliana] 



putative TBP-binding protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287285 

211270_1.R1011 

ntr700073662.hl 

BLASTX 

g3954807 

232 

3.0e-19 

114 
40 

(AJ0118 62) flavonoid 3 5 ' -hydroxylase [Catharanthus 
roseus] 

287286 

211273_1.R1011 

qmh700030124.fl 

BLASTX 

g2760830 

588 

5.0e-61 

137 

81 

(AC003105) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



287287 

211327_1.R1011 
qmh700030194 .fl 

287288 

211341_1.R1011 

qmh700030212.fl 

BLASTX 

g4581150 

411 

4.0e-40 

166 

56 

(AC006919) hypothetical protein [Arabidopsis thaliana] 
287289 

211399_1.R1011 
qmh700030277.fl 

287290 

211404_1.R1011 

qmh700030282 .f 1 

BLASTX 

g3292824 

565 

3.0e-58 



39986 



Match length 


167 


% laentity 


t) / 


NCBI Description 


(AL031018) putative protein [Arabidopsis thaliana] 


Seq. No. 


287291 


Contig ID 


211417 l.RlOll 


5 '-most EST 


qmh700030304.fl 


Seq. No. 


287292 


Contig ID 


211454 l.RlOll 


5 '-most EST 


qmh700030348.fl 


Method 


BLASTX 




gZ Of! Z X DO 


BLAST score 


237 


E value 


9,0e-20 


Match length 


142 


% identity 


■J 1 


NCBI Description 


(AC003000) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


287293 


Contig ID 


Zii40 / 1 . KXUll 


5 '-most EST 


qmh700030351.fl 


Seq. No. 


287294 


Contig ID 


211477 l.RlOll 


5 '-most EST 


uwc700156155.hl 


Seq. No. 


287295 


Contig ID 


211505 l.RlOll 


5 '-most EST 


ypc700805420.hl 


Method 


BLASTN 


JNCnl bl 


gz o 0 0 1 ± 


BLAST score 


106 


E value 


2.0e-52 


Match length 


305 


% identity 


o O 


NCBI Description 


Z.mays PG gene for polygalacturonase 


Seq. No, 


287296 


Contig ID 


211538 l.RlOll 


5 '-most EST 


qmh700030457.fl 


Seq. No. 


287297 


Contig ID 


211571 l.RlOll 


5 '-most EST 


vux700157020.hl 


Method 


BLASTX 


NCBI GI 


gl872521 


BLAST score 


226 


E value 


i . ue-io 


Match length 


93 


% identity 


53 


NCBI Description 


(U87833) zinc-finger protein Lsdl [Arabidopsis thaliana] 


>gi 1872523 (U87834) zinc-finger protein Lsdl [Arabidops 




thaliana] 


Seq. No. 


287298 


Contig ID 


211588_1.R1011 



39987 



5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



qmh700030523.fl 
287299 

211590_1.R1011 
tzu700205168.hl 

287300 

211642_1.R1011 

qmh700030603.fl 

BLASTX 

g3482916 

264 

3.0e-23 

115 

49 

(AC003970) Hypothetical protein [Arabidopsis thaliana] 
287301 

211644_1.R1011 

uwc700150743.hl 

BLASTX 

g2760830 

232 

2.0e-19 

65 
65 

(AC003105) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 

287302 

211657_1.R1011 

xjt700095811.hl 

BLASTX 

g4056421 

252 

l.Oe-21 

73 
66 

(AC005322) Similar to gb_Z30094 basic transcripion factor 
2, 4 4 kD subunit from Homo sapiens. EST gb_W43325 comes 
from this gene. [Arabidopsis thaliana] 

287303 

211660_1.R1011 

qmh700030624.fl 

BLASTX 

g3482933 

499 

l.Oe-50 

137 

69 

(AC003970) Similar to cdc2 protein kinases [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



287304 

211664_1.R1011 
t2u700204530.hl 



39988 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287305 

211677_1.R1011 

fwa700101003.hl 

BLASTX 

g4585975 

206 

3.0e-16 

81 
48 

(AC005287) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



287306 

211713_1.R1011 
wen700335459.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287307 

211722_1.R1011 

tzu700204460,hl 

BLASTX 

gll43381 

204 

l.Oe-24 

116 

52 

(Z49063) polygalacturonase inhibitor [Actinidia deliciosa] 



Seq. No, 

Contig ID 
5 '-most EST 



287308 

211734_1.R1011 
pmx700086191.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287309 

211734_2.R1011 
tym700023125.fl 



Seq. No. 
Contig ID 
5 '-most EST 



287310 

211755_1.R1011 
tzu700201791.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287311 

211757_2.R1011 

tzu700201123.hl 

BLASTX 

g4204695 

369 

l.Oe-35 

104 
61 

(AF117062) putative inositol polyphosphate 5-phosphatase 
At5Pl [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



287312 

211770_1.R1011 
tzu700201143.hl 



Seq, No. 

Contig ID 



287313 

211786 l.RlOll 



39989 



5 '-most EST 


xsy700214634,hl 


Seq. No. 


287314 






211836 1, 


RlOll 


5 '-most EST 


wty700167763.hl 


Seq. No. 


287315 




Contig ID 


211865 1. 


RlOll 


5 '-most EST 


uwc700154114.hl 


Seq. No. 


287316 




Contig ID 


211868 1. 


RlOll 


5 '-most EST 


tzu700201269.hl 


Method 


BLASTX 






gl621465 




BLAST score 


511 




E value 


7,0e-52 




Match length 


172 




% identity 


54 




NCBI Description 


(U73105) 


laccase 


Seq. No. 


287317 




Contig ID 


211921 1. 


RlOll 


5 '-most EST 


hbs701182446.hl 


Method 


BLASTX 




NCBI GI 


gl620753 




BLAST score 


209 




E value 


l.Oe-16 




Match length 


78 




% identity 


53 




NCBI Description 


(U72942) 


protein 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi__2 8 2 92 1 2_gb_AAC0 0 5 0 3_ 
[Oryza sativa] 



287318 

211945_1. RlOll 

gwl700614545.hl 

BLASTX 

g2323410 

151 

5.0e-10 

59 
51 

(AF015913) SkblHs 



(AF044059) proteinase inhibitor 



[Homo sapiens] 



Seq. No. 

Contig ID 
5 '-most EST 



287319 

211946_1. RlOll 
hvj700620725.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287320 

211952_1. RlOll 
ymt700223669.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287321 

211952__2. RlOll 
pmx700087337.hl 



39990 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287322 

211961_1.R1011 
ceu700429539.hl 

287323 

211967_1.R1011 

pmx700082010.hl 

BLASTX 

g2832700 

213 

l.Oe-16 

78 

54 

(AL021713) unknown protein [Arabidopsis thaliana] 



287324 

212016_1.R1011 

hvj700622558.hl 

BLASTN 

g3819466 

35 

3.0e-10 

91 

85 

Hordeum vulgare genomic 



DNA fragment; clone MWG0967.uni 



287325 

212039__1.R1011 
tzu700203709.hl 

287326 

212118_1.R1011 

tzu700201631,hl 

BLASTX 

g4115946 

198 

3.0e-15 

83 
45 

{AF118223) contains similarity to Ipomoea nil leaf protein 
(GB: D85101) [Arabidopsis thaliana] 

287327 

212136_1.R1011 
cjh700196881.hl 

287328 

212155_1.R1011 

fdz701165645.hl 

BLASTX 

g2654559 

191 

l.Oe-14 

107 

34 

(AF006621) embryonic lung protein [Homo sapiens] 



39991 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287329 

212241_1.R1011 

fdz701162956.hl 

BLASTX 

g2959767 

343 

2.0e-32 

109 
60 

(AJ002584) AtMRP4 [Arabidopsis thaliana] >gi_3738292 
(AC005309) glut athione-con jugate transporter AtMRP4 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



287330 

212243_1.R1011 
tzu700201786.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287331 

212261_1.R1011 
fdz701164659.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287332 

212282__1.R1011 
ymt700220722.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287333 

212362_1.R1011 

tzu700201948.hl 

BLASTX 

gl731101 

314 

6.0e-29 

127 
54 

HYPOTHETICAL 29.7 KD PROTEIN IN FOLD-AHRC INTERGENIC REGION 
>gi_1303921_dbj_BAA12577_ (D84432) YqiF [Bacillus subtilis] 
>gi_26348 60_emb_CAB14357_ (Z99116) alternate gene name: 
yqiF; similar to hemolysin-like [Bacillus subtilis] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287334 

212398_1.R1011 

tzu700201995,hl 

BLASTX 

g3522943 

433 

5.0e-43 

115 

36 

(AC004411) putative p-glycoprotein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



287335 

212401_1.R1011 
tzu700204996.hl 



Seq. No. 

Contig ID 
5 '-most EST 



287336 

212548_1.R1011 
tzu700202288.hl 



39992 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4417304 

262 

3.0e-25 

97 
56 

(AC006446) 

beta-l,4-N- 

thaliana] 



putative beta-1, 4-mannosyl-glycoprotein 
■acetylglucosaminyl transferase [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



287337 

212580_1.R1011 
xsy700217731.hl 

287338 

212607_1.R1011 

xyt700343509.hl 

BLASTX 

g3006088 

248 

7.0e-21 

177 

38 

(AJ222724) SGT protein [Rattus norvegicus] 
287339 

212666^1. RlOll 
tzu700202469.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287340 

212668_1.R1011 

tzu700202473.hl 

BLASTX 

g3522946 

268 

5.0e-24 

75 
68 

(AC004411) putative cytochrome P450 [Arabidopsis thaliana] 
287341 

212695_1.R1011 
nwy700445036.hl 

287342 

212737_1.R1011 

t2u700202578.hl 

BLASTX 

g2213882 

391 

l.Oe-46 

141 
73 

(AF004165) 2-isopropylmalate synthase [Lycopersicon 
pennellii] 



Seq. No. 



287343 



39993 





212742 1 RlOll 


5 '-most EST 


xsy700213424.hl 


Seq, No. 


287344 




212743 1. RlOll 


5^ -most EST 


tzu700205607.hl 


Seq. No. 


287345 


Contig ID 


212744 1. RlOll 


5 '-most EST 


ceu700421957.hl 


Seq. No. 


287346 


Contig ID 


212772 1. RlOll 


5 '-most EST 


tzu700202638.hl 


Method 


BLASTX 


NCBI GI 


g3212870 




331 


E value 


4.0e-31 


Match length 


107 


% identity 


61 


NCBI Description 


[AC004005) putative N-myristoyltransf erase [Arabidopsi 




thaliana] 


Seq. No. 


287347 


Contig ID 


212805 1. RlOll 


5 '-most EST 


tzu700202740.hl 


Method 


BLASTX 






BLAST score 


157 


E value 


l.Oe-10 


Match length 


79 


% identity 


39 


NCBI Description 


(AF026538) ABA-responsive protein [Hordeum vulgare] 


Seq. No. 


287348 


Contig ID 


212869 1. RlOll 


5 '-most EST 


tzu700202839.hl 


Method 


BLASTX 


NCBI GI 


gl24131 


LJj-ir^tD ± CD \J i- ~ 


184 


E value 


l.Oe-13 


Match length 


63 


% identity 


57 




STTRTTT.T^TN TNHTRTTOR >a'i 100106 ni r A21463 *^iibtiliqin 




inhibitor - fava bean (fragment) 


Seq. No. 


287349 




212934 1 RlOll 


5 '-most EST 


tfd700569758.hl 


Seq. No. 


287350 


Contig ID 


213013 1. RlOll 


5 '-most EST 


wyr700238191.hl 


Seq. No. 


287351 


Contig ID 


213079 1. RlOll 


5 '-most EST 


uwc700154807.hl 



39994 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3821780 

36 

9.0e-ll 

48 
67 

Xenopus laevis cDNA clone 27A6-1 
287352 

213121_1.R1011 

tzu700203253.hl 

BLASTX 

gl805254 

152 

5.0e-ll 

66 

59 

(U62622) monogalactosyldiacylglycerol synthase [Cucumis 
sativus] 

287353 

213136_1.R1011 

ypc700803973.hl 

BLASTX 

g4512659 

384 

2.0e-37 

90 
78 

(AC006931) putative protein kinase [Arabidopsis thaliana] 
>gi_4544465_gb_AAD22372.1_AC006580_4 (AC006580) putative 
protein kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287354 

213157_1.R1011 

gct701177930.hl 

BLASTX 

gl362064 

293 

l.Oe-26 

77 
69 

small G protein 



garden pea >gi_871514_emb_CAA90079_ 



(Z49899) small G protein [Pisum sativum] 
287355 

213187__1.R1011 

ntr700071826.hl 

BLASTX 

g2827659 

416 

6.0e-41 

118 

66 

(AL021637) putative protein [Arabidopsis thaliana] 



Seq. No. 



287356 



39995 



Contig ID 


213216 l.RlOll 


5 '-most EST 


wty700171825.hl 


Method 


BLASTN 




gjC5z± / ou 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


48 


% identity 


D / 


NCBI Description 


Xenopus laevis cDNA 


Seq. No. 


287357 


uontig iu 




5 '-most EST 


wyr700239935.hl 


Seq. No. 


287358 


Contig ID 


01 "^O R /! 1 oi nil 


5 '-most EST 


tzu700203458.hl 


Seq. No. 


287359 


Contig ID 


213277 l.RlOll 


5 '-most EST 


wyr700241830.hl 


Seq. No. 


287360 


Contig ID 


213307 l.RlOll 


5 '-most EST 


tzu700203551.hl 


Method 


BLASTX 




g4 404i Ull 


BLAST score 


157 


E value 


l.Oe-19 


Match length 


73 


% identity 


63 


NCBI Description 


(AL035396) putative 


Seq. No. 


287361 


Contig ID 


213337 l.RlOll 


5 '-most EST 


vux700157639.hl 


Method 


BLASTX 






BLAST score 


140 


E value 


9.0e-09 


Match length 


81 


% identity 


37 


NCBI Description 


(AL049480) putative 


Seq. No. 


287362 


Contig ID 


213338 l.RlOll 


5 '-most EST 


tzu700203589,hl 


Method 


BLASTX 


NCBI GI 


g3341686 


BLAST score 


T R 


E value 


4,0e-35 


Match length 


91 


% identity 


68 


NCBI Description 


(AC003672) putative 




thaliana] 


Seq. No. 


287363 



clone 27A6-1 



protein [Arabidopsis thaliana] 



protein [Arabidopsis thaliana] 



glycosyl transferase [Arabidopsis 



39996 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



213342_1.R1011 

wyr700243442.hl 

BLASTX 

g3249071 

144 

7.0e-09 

150 

28 

(AC004473) Contains similarity to protein-tyrosine 
phosphatase 2 gb_L15420 from Dictyostelium discoideum. EST 
gb_N38718 comes from this g [Arabidopsis thaliana] 

287364 

213401_1.R1011 
wen700333276.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287365 

213418_1.R1011 
nwy700445714.hl 

287366 

213432_1.R1011 

hvj700623981.hl 

BLASTX 

g3935181 

150 

3.0e-10 

41 
66 

(AC004557) F17L21.24 [Arabidopsis thaliana] 
287367 

213453__1.R1011 
gct701173447.h2 

287368 

213459_1.R1011 

fwa700100685,hl 

BLASTX 

gl707657 

418 

3.0e-41 

119 

66 

(Z71640) DnaJ homologue [Pisum sativum] 
287369 

213465^1. RlOll 

nwy700443715.hl 

BLASTX 

g310940 

146 

2.0e-09 

62 

45 

(L20756) ABA- and ripening-induced protein [Solanum 
lycopersicum] 



39997 



Seq. No. 

Contig ID 
5 '-most EST 



287370 

213466_1.R1011 
ntr700076323.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



287371 

213470_1,R1011 
xsy700214453.hl 

287372 

213487_1.R1011 

dyk700105086.hl 

BLASTX 

g2827528 

218 

2,0e-17 

81 
47 

(AL021633) predicted protein [Arabidopsis thaliana] 
287373 

213527_1.R1011 
nbm700474069.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287374 

213571_1.R1011 
ntr700075348.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



287375 

213599_1.R1011 
wyr700242962.hl 

287376 

213614_1.R1011 
tzu700204045.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



287377 

213637_1.R1011 

tzu700204074.hl 

BLASTX 

g2501423 

229 

3.0e-19 

42 
100 

TUBULIN GAMMA CHAIN >gi_62 984 2_pir S44193 tubulin gamma 

chain - maize >gi_47 4 406_emb_CAA554 88_ (X78891) 
gamma-tubulin [Zea mays] 

287378 

213641_1.R1011 
ntr700072411.h2 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



287379 

213656_1.R1011 

uwc700153422.hl 

BLASTX 



39998 




NCBI GI 


gl872521 


BLAST score 


261 


E value 


y . ue zo 


Match length 


69 


% identity 


35 


NCBI Description 


(087833) zinc-finger protein Lsdl [Arabidopsis thaliana] 




>gi 1872523 (U87834) zinc-finger protein Lsdl [Arabidopsis 




thaliana] 


Seq. No. 


287380 


Contig ID 


213689 l.RlOll 


5 '-most EST 


xmt700258384.hl 


Method 


BLASTN 


•Kir* D T CT 




BLAST score 


212 


E value 


l,0e-116 


Match length 


300 


% identity 




NCBI Description 


Zea mays retrotransposon Cinful-1, complete sequence 


Seq* No. 


287381 


Contig ID 


/looy/ l.KlUil 


5 '-most EST 


tzu700204162.hl 


Seq. No. 


287382 


Contig ID 




5 '-most EST 


zvd700460642.hl 


Seq. No. 


287383 


Contig ID 


Zlo /oU 1 . KiUll 


5 '-most EST 


tzu700204206.hl 


Seq. No. 


287384 


Contig ID 


213782 l.RlOll 


5 '-most EST 


uwc700152053.hl 


Seq. No. 


287385 


Contig ID 


213801 l.RlOll 


5 '-most EST 


tzu700204307.hl 


Method 


BLASTX 


NCBI GI 


g3399777 


BLAST score 


o o n: 


E value 


4.0e-22 


Match length 


114 


% identity 


57 


NCBI Description 


{AF069738) symbiotic ammonium transporter; nodulin [Glycine 




max] 


Seq. No. 


287386 


Contig ID 


213823 l.RlOll 


5 '-most EST 


uwc700156176.hl 


Seq. No. 


287387 


Contig ID 


213862 l.RlOll 


5 '-most EST 


pmx700087285.hl 


Method 


BLASTX 


NCBI GI 


g4539437 



39999 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



428 

2.0e-42 

101 
75 

(AL049523) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



287388 

213885_1.R1011 
nbin700468881.hl 



Seq. No. 

Contig ID 
5 '-most EST 



287389 

213898_1.R1011 
uer700580227.hl 



Seq, No. 
Contig ID 
5 '-most EST 



287390 

213908_1.R1011 
tzu700204449,hl 



Seq. No. 
Contig ID 
5 '-most EST 



287391 

213933_1.R1011 
tzu700204480.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287392 

213990_1.R1011 
tzu700204547.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287393 

214029_1.R1011 
ntr700074552.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287394 

214043_1.R1011 

xjt700096003.hl 

BLASTX 

g3927838 

214 

3.0e-17 

46 

89 

(AC005727) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



287395 

214064_1.R1011 
tzu700204641.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287396 

214070_1.R1011 
rvl700458628.hl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



287397 

214077_1.R1011 

tzu700204654.hl 

BLASTX 

g3075399 

156 

4.0e-15 
84 



40000 



# 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



55 

(AC004484) SF16-like protein [Arabidopsis thaliana] 
287398 

214100_1,R1011 
tzu700204680.hl 
BLASTN 
g3821780 







£j va±ue 


0 • ue X X 




J u 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


oecj. wo. 


9 07 QQ 
Z 0 / jyy 


Contig ID 


214106 l.RlOll 


5 '-most EST 


uwc700151880.hl 


Method 


Jdj_iAo i A 


NLBl Vji 


gooouzo y 


BLAST score 


o41 


E value 


4 . Ue-o^ 


Matcn iengtn 


"7 Q 

/ 0 


% identity 


83 


NCBI Description 


(AF023164) leucine-rich repeat transmembrane prot< 




1 [Zea mays] 


Seq. No. 


287400 


Contig ID 


214148_1.R1011 


D -most iiibi 


rwa/UUiui4 /z.ni 


Seq. No. 


zo /4U1 


Contig ID 


Zl41ol l.RlUil 


o — mosu Hjoi 


i-Zu/uuzu^ / fiz.n± 


Method 


T>T TV ornv 

BLAST A 


NCBI GI 


g40D /OLD 


riJLiAoi score 




E value 


1 TO 

1 . ue-oZ 




ftO 


% identity 


78 


NCBI Description 


{AC005956) hypothetical protein [Arabidopsis thai 


Seq. No. 


287402 


Contig ID 


214182 l.RlOll 


5 '-most EST 


tzu700204779.hl 


Method 


BLASTX 


NCBI GI 


gll2994 


BLAST score 


189 


E value 


7.0e-23 


Match length 


69 


% identity 


71 


NCBI Description 


GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE 



>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



40001 



O C • LM vJ • 






91 41 fid 1 R1 ni 1 

^X*±XO*± X.I\XUXX 




tzn7002^04781 hi 




BLASTX 






BLAST score 


368 


E value 


3.0e-35 


Liciu Oil J-t::;!!^ uii 


126 


O -LUCSli L> J- c y 


60 




^riUUUWs^ox y iLLv_^ii^y ctxcto L-.v-/o^xkxxcio^xy X J 




r A T~ 3 }^ 1 H OT\ Q "hln^l i^n;^! 

|_ J^X O-Jw* X \Ji\J\^ O X J L-llClJ- -L ClilCL J 




Z. O / 1 u *± 




91 49^ft 1 R1 01 1 
ZX4ZOO x.rvxuxx 




tfd700572748 hi 


Lie L.XlWkX 


BLASTX 


NCBI GI 


g3688808 


BLAST score 


174 


Hj V CiA. UC 


0 np-l 9 




98 


% identity 


41 


NCBI Description 


(AF084104) AcsA [Bacillus firmus] 




9^740'=; 


Contig ID 


214272 l.RlOll 


5 '-most EST 


tzu700204893.hl 


oeq, INO . 


ZO / ft U D 


uonn-ig ijj 


91 497'^ 1 Rl ni 1 
ZX^Z/J X.r\XUXX 


0 ~niosTZ iiioi 


■h •?n7nn9^n4 Qfll hi 

L.ZU / uuzuy ^ux *nx 


O t3 « LN U • 


987407 

Z O / ri U / 


oonuxy xu 


914 "^14 1 R1011 
zx'iox^ x.rvxuxx 




n-t-r-70nfT7 99S8 hi 




J-PXli^O i LN 


NCBI GI 


g2944039 


BLAST score 


270 




X • X >J VjP 


L^Lci LOil x^iiyuii 


9P1 

Z O X 


^ laentxty 




iNv^ox uescrxpuxon 


iiea itiays xnoeLexiiixriace spxKexeu x 


ocq . iNO * 


9P740ft 

Z O / u o 


ooncxg xu 


ZX^jXO X«iaXUXX 


R ' — TYir^Q-h FCIT 
O lllUo L IliO X 


-h ■7117009^04 Qfil hi 

UZU. / UUZU*i^OX > liX 




RT.ASTX 


iNV^DX v3X 


yo-/z / oox 


BLAST score 


171 


E value 


l.Oe-16 


LYiducn Xcxiytn 


71 
/ X 


^ XLltrliLXLy 




NCBI Description 


(iiouuo/z/j siitiixar uo mouse anKyr 




thaliana] 


Seq, No. 


287409 


Contig ID 


214345 l.RlOll 


5 '-most EST 


tzu700205002.hl 



(idsl) mRNA, complete cds 



3 [Arabidopsis 



40002 



# 



Seq. No* 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287410 

214354_1.R1011 

pmx700085333.hl 

BLASTX 

g3169174 

343 

3.0e-32 

123 

53 

{AC004401) putative serine carboxypeptidase I [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287411 

214384_1.R1011 

tzu700205048.hl 

BLASTX 

g4049410 

461 

3.0e-46 

102 
74 

(Y10225) L-ascorbate oxidase [Cucumis melo] 



Seq. No. 
Contig ID 
5 '-most EST 



287412 

214386_1.R1011 
tzu700205050.hl 



Seq. No. 

Contig ID 
5 '-most EST 



287413 

214408_1.R1011 
fwa700097093.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287414 

214414__1.R1011 
zuv700354840.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287415 

214437_1.R1011 

pmx700085463.hl 

BLASTX 

g2244807 

365 

7.0e-35 

126 

53 

(Z97336) hypothetical protein [Arabidopsis thaliana] 



Seq. No, 
Contig ID 
5 '-most EST 



287416 

214478_1.R1011 
xsy700208319.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287417 

214480__1.R1011 
tzu700205166.hl 



Seq. No, 

Contig ID 



287418 

214487 l.RlOll 



40003 



5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 



ymt700221087.hl 
287419 

214507__1.R1011 
cjh700195750.hl 

287420 

214543_1.R1011 
tzu700205315.hl 

287421 

214555_1.R1011 
wty700170468.hl 

287422 

214573_1.R1011 
wyr700235149.hl 

287423 

214579_1.R1011 

tzu700205372.hl 

BLASTX 

g2696229 

186 

9.0e-25 

131 

48 

{D55712) chitinase 
287424 

214583_1.R1011 
tzu700205376.hl 

287425 

214620_1.R1011 
clt700044380.fl 



[Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



287426 

214638_1.R1011 

tzu700205463.hl 

BLASTX 

g3402711 

285 

3.0e-25 

84 

62 

(AC004261) putative RNA-binding protein [Arabidopsis 
thaliana] 

287427 

214651_1.R1011 

ymt700221370,hl 

BLASTX 

g431164 

417 

3.0e-41 

98 



40004 



% identity 

NCBI Description 



82 

(D21823) ORF [Lilium longif lorum] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287428 

214666_1.R1011 

xsy700211776.hl 

BLASTX 

g4587525 

156 

l.Oe-10 

80 

44 

{AC007060) Contains the PF_00650 CRAL/TRIO 
phosphatidyl-inositol-transfer protein domain. ESTs 
gb_T76582, gb_N06574 and gb_Z25700 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 


O O T A O O 


uontig ID 


^14 /Ui) 1 . KiUll 


0 -most EST 


wty70ulo952 9 . hi 


Seq. No. 


zo / 4ou 


uontig ID 


zi4 /uy l.KlUll 


5 '-most EST 


tzu700205559.hl 


Method 


BLASTX 


NCBI GI 


glolyo02 


BLAST score 


207 


E value 


4 . Oe-16 


Match length 


166 


% identity 


28 


NCBI Description 


(Y08726) MtN3 [Medicago truncatula] 


Seq. No. 


O O T /I Q 1 
ZO / 4 Jl 


contig ID 


Z14/ZO l.KlUll 


D — mosu boi 


J- T A A A A C C Q A l«i 1 

Tizu / uuzuoooy.ni 


Seq. No. 


287432 


Contig ID 


214738 l.RlOll 


5 '-most EST 


uwc700154983.hl 


Method 


BLASTX 


NCBI GI 


g2429290 


BLAST score 


406 


E value 


7.0e-40 


Match length 


110 


% identity 


67 


NCBI Description 


(AF014469) peroxidase [Oryza sativa] 


Seq. No. 


287433 


Contig ID 


214741 l.RlOll 


5 '-most EST 


wyr700239493.hl 


Method 


BLASTX 


NCBI GI 


g2129550 


BLAST score 


677 


E value 


2.0e-71 


Match length 


171 


% identity 


74 


NCBI Description 


calcium-dependent protein kinase (EC 



2.7.1.-) CDPK6 



40005 



Arabidopsis thaliana >gi_2129554_pir S71901 

calcium-dependent protein kinase 6 - Arabidopsis thaliana 
>gi_836940 (U20623) calcium- dependent protein kinase 
[Arabidopsis thaliana] >gi_836944 (U20625) 
calcium-dependent protein kinase [Arabidopsis thaliana] 
>gi_4454034__emb_CAA23031,l_ (AL035394) calcium-dependent 
protein kinase (CDPK6) [Arabidopsis thaliana] 



oeCJ . INO » 


£.0 f *± J *± 


k^ontig lu 






t 7ii700J05759 hi 


Seq. No. 


287435 


Contig ID 


214859 l.RlOll 




■i-hrr7nn<5^r!^ft7 hi 


Seq. No. 


287436 


Contig ID 


214880^1. RlOll 


O most HiOi 


1-'7n7nri7nR7fi7 hi 


jyje unoQ 




NCBI bl 


gozoZoU / 


BLAbi score 




E value 


D . ue ou 


Match length 


lUo 


% identity 


61 


NCBI Description 


iAuuu4/uo; nypounencax prouem 


O c q . IN vj . 


9R7 4 ^7 


Contig ID 


214905 l.RlOll 


5 '-most EST 


tzu700205820.hl 


Seq. No. 


287438 


Contig ID 


214906 l.RlOll 


5 '-most EST 


xmt700260124.hl 


Method 


BLASTX 


NCBI GI 


gl706551 


BLAST score 


672 


E value 


9.0e-71 


Match length 


164 


% identity 


77 


NCBI Description 


GLUCAN END0-1,3-BETA-GLUC0SIDASE 



{ (l->3) -BETA-GLQCAN ENDOHYDROLASE) { ( l->3) -BETA-GLUCANASE) 
(BETA-1,3-END0GLUCANASE) >gi_924953 (U30323) beta 
1, 3-glucanase [Triticum aestivum] 



Seq. No. 
Contig ID 
5 '-most EST 



287439 

214912_1.R1011 
t2u700205827.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287440 

214913__1.R1011 
tzu700205828.hl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



287441 

214936^1. RlOll 

afb700381953.hl 

BLASTX 



40006 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



g478409 
177 

6.0e-13 

54 

61 

peroxidase (EC 
>gi_218328_dbj_ 
angularis] 

287442 

214936_2.R1011 
uwc700152006.hl 



1.11.1.7)^ cationic - adzuki bean 
BAA01950 (D11337) peroxidase [Vigna 



Seq. No. 

Contig ID 
5 '-most EST 



287443 

214947_1.R1011 
tzu700205875,hl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



287444 

214974_1.R1011 

tzu700205918.hl 

BLASTX 

g4325282 

149 

9.0e-10 

36 

75 

(AF123310) NAC domain protein NAM [Arabidopsis thaliana] 
>gi__4325286_gb__AAD17314_ (AF123311) NAC domain protein NAM 
[Arabidopsis thaliana] 

287445 

215030_1.R1011 

tzu700205996.hl 

BLASTX 

g3913425 

183 

l.Oe-13 

69 
52 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE >gi_2275203 (AC002337) RNA helicase isolog 
[Arabidopsis thaliana] 

287446 

215060_1.R1011 

tzu700206057.hl 

BLASTX 

gl946366 

254 

8.0e-22 

121 

50 

{U93215) unknown protein [Arabidopsis thaliana] 
287447 

215067_1.R1011 
ymt700220680.hl 



40007 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl665777 

254 

l,0e-21 

152 

38 

(D87444) 
(S25110) 



Similar to S.cerevisiae 
[Homo sapiens] 



EMP70 protein precursor 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



287448 

215075_1.R1011 

tzu700206073.hl 

BLASTX 

gl706551 

651 

4.0e-68 

172 

70 

GLUCAN END0-1,3-BETA-GLUC0SIDASE PRECURSOR 

( ( l->3 ) -BETA-GLUCAN ENDOHYDROLASE ) ( ( l->3 ) -BETA-GLUCANASE ) 
(BETA-1,3-END0GLUCANASE) >gi_924953 (U30323) beta 
1, 3-glucanase [Triticiom aestivum] 

287449 

215097_1.R1011 

xyt700342483,hl 

BLASTX 

g732174 

761 

4.0e-81 

201 

69 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE K03H1.2 >gi_3878176_emb_CAA82662_ (Z29560) similar 
to DEAH subfamily RNA helicases, especially yeast pre-mRNA 
splicing factors 22 and 16; cDNA EST EMBL:D27770 comes from 
this gene; cDNA EST EMBL:D27769 comes from this gene; cDNA 
EST EMBL:D36247 comes from this ... 

>gi_4249768_gb_AAD13795_ (AF120269) sex determination 
protein MOG-1 [Caenorhabditis elegans] 

287450 

215124_1.R1011 

tzu700206141.hl 

BLASTX 

g2760839 

166 

8.0e-12 

70 
46 

(AC003105) putative receptor kinase [Arabidopsis thaliana] 
287451 

215137^1. RlOll 
ceu700422569.hl 



Seq. No. 



287452 



40008 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



215158_1.R1011 

xyt700346558.hl 

BLASTX 

g3819164 

418 

2.0e-41 

98 

83 

(AJ012318) cytosolic chaperonin, delta-subunit [Glycine 
max] 



Seq. No. 

Contig ID 
5 '-most EST 



287453 

215163_1.R1011 
tzu700206187.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287454 

215198_1.R1011 
tzu700206242.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



287455 

215202_1.R1011 

wyr700240826.hl 

BLASTX 

g2443348 

207 

6.0e-18 

90 

54 

(AB001379) cytochrome P450 [Glycyrrhiza echinata] 
287456 

215219_1.R1011 
tzu700206270.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287457 

215286_1.R1011 
pmx700086579.hl 

287458 

215330_1.R1011 
wyr700235940.hl 

287459 

215343_1.R1011 
wyr700238970.hl 

287460 

215361_1.R1011 

fdz701159017.hl 

BLASTX 

g3738331 

165 

l.Oe-11 

54 

48 

(AC005170) unknown protein [Arabidopsis thaliana] 



40009 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match "length 

% identity 

NCBI Description 



287461 

215394_1.R1011 

tzu700206490.hl 

BLASTN 

g4140643 

278 

l.Oe-155 

325 

97 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 



Seq. No. 
Contig ID 
5 '-most EST 



287462 

215399_1.R1011 
t2u700206496.hl 



Seq. No. 

Contig ID 
5 '-most EST 



287463 

215444_1.R1011 
tzu700206558.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287464 

215480__1.R1011 

pmx700086089.hl 

BLASTX 

g3033393 

207 

2.0e-16 

43 

91 

(AC004238) putative phosphatidylinositol-glycan-class C 
(PIGC) [Arabidopsis thaliana] 



Seq. No, 

Contig ID 
5 '-most EST 



287465 

215545_1,R1011 
tzu700206695.hl 



Seq. No. 

Contig ID 
5 '-most EST 



287466 

215560_1.R1011 
xsy700210486.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287467 

215808_1,R1011 

dyk700105456.hl 

BLASTN 

g4115614 

104 

2,0e-51 

272 
85 

Zea mays mRNA 
complete cds 



for root cap-specific glycine-rich protein. 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



287468 

215846_1.R1011 
gwl700613708,hl 
BLASTX 
g4126471 



40010 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



178 

l.Oe-15 

118 

45 

(AB014722) rSALT-l(806) [Rattus norvegicus] 
287469 

215859_1.R1011 

fwa700101806.hl 

BLASTX 

g2499535 

280 

4.0e-40 

159 

54 

2-OXOGLUTARATE/MALATE TRANSLOCATOR PRECURSOR >gi_595681 
(U13238) 2-oxogiutarate/malate translocator [Spinacia 
oleracea] 



Seq. No. 
Contig ID 
5 '-most EST 



287470 

215882_1.R1011 
clt700041575.fl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



287471 

215889_1.R1011 

clt700045275.fl 

BLASTX 

g2738996 

255 

3,0e-22 

96 

53 

(AF022457) CYP97B2p [Glycine max] 
287472 

215892_1.R1011 
vux700158526.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287473 

215907_1.R1011 
clt700041621.fl 



Seq. No. 

Contig ID 
5 '-most EST 



287474 

215998__1.R1011 
clt700041758.fl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287475 

216001_1.R1011 

xsy700209989.hl 

BLASTX 

gll5815 

301 

l.Oe-27 

72 

79 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-M9) (LHCP) >gi_100866_pir S13098 chlorophyll 



40011 



a/b-binding protein precursor - maize 
>gi_22355_einb_CAA39376_ {X55892) light-harvesting 
chlorophyll a/b binding protein [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287476 

216019_1.R1011 

clt700041786.fl 

BLASTX 

gl001478 

218 

5.0e-18 

81 

52 

(D63999) hypothetical protein [Synechocystis sp.] 
287477 

216039_1.R1011 

pmx700090265.hl 

BLASTX 

g4469011 

420 

2.0e-41 

107 

72 

(AL035602) carbohydrate kinase-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



287478 

216090_1.R1011 
clt700044523.fl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287479 

216121_1.R1011 

fwa700098182.hl 

BLASTX 

gl707657 

266 

4.0e-23 

136 

44 

{Z71640) DnaJ homologue 



[Pisum sativum] 



287480 

216131_1.R1011 

clt700041939.fl 

BLASTX 

g587566 

192 

2.0e-16 

83 

53 

(X80237) mitochondrial processing peptidase 
tuberosum] 



[Solanum 



Seq. No. 
Contig ID 
5 '-most EST 



287481 

216162_1.R1011 
fwa700100996.hl 



40012 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 




287482 

216192_1.R1011 
clt700042034.fl 

287483 

216194__1.R1011 
clt700042040.fl 

287484 

216202_1.R1011 
ymt700223506.hl 

287485 

216220_1.R1011 
clt700042076,fl 

287486 

216260_1.R1011 
ceu700423529.hl 

287487 

216301_1.R1011 
clt700043243.fl 

287488 

216345_1.R1011 

gwl70061325B.hl 

BLASTX 

gl652057 

228 

2.0e-18 

154 

38 

(D90902) hypothetical 
287489 

216358_1.R1011 
xyt700345296.hl 

287490 

216387_1.R1011 
xmt700262119.hl 

287491 

216443_1.R1011 
ceu700429410.hl 

287492 

216452_1.R1011 

clt700042481.fl 

BLASTX 

g4519936 

453 

4,0e-45 

149 

60 




ein [Synechocystis sp.] 



40013 



NCBI Description (AB019186) RPRl [Oryza sativa] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



287493 

216481_1.R1011 
pmx700086945.hl 

287494 

216496_1.R1011 
clt700042553,fl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



287495 

216560_1.R1011 

pmx700081938.hl 

BLASTX 

g3559807 

443 

3.0e-44 

96 
86 

(Y15628) HCF136 protein [Arabidopsis thaliana] 
287496 

216647_1.R1011 

clt700042820.fl 

BLASTX 

gl21446 

794 

4.0e-85 

154 

99 

FERREDOXIN-DEPENDENT GLUTAMATE SYNTHASE PRECURSOR 

(FD-GOGAT) >gi_100877_pir ^A38596 glutamate synthase 

(ferredoxin) (EC 1.4.7.1) - maize >gi_168477 {M59190) 

ferredoxin-dependent glutamate synthase [Zea mays] 

287497 

216715_1.R1011 
clt700042936.fl 



Seq, No. 
Contig ID 
5 '-most EST 



287498 

216772_1.R1011 
rvt700553403.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 



287499 

216794_1.R1011 

rvl700454356,hl 

BLASTX 

g2065531 

236 

5.0e-20 

89 

56 

(U78526) endo-1, 4-beta-glucanase [Lycopersicon esculentum] 
287500 

216822_1.R1011 
clt700044814.fl 



40014 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



BLASTX 

g3355476 

314 

3.0e-29 

87 

64 

(AC004218) 



unknown protein [Arabidopsis thaliana] 



287501 

216831_1,R1011 
clt700043205.fl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287502 

216837_1.R1011 

ceu700429605.hl 

BLASTX 

gl001311 

200 

l.Oe-15 

114 

40 

{D64006) hypothetical protein [Synechocystis sp.] 
287503 

216861_1.R1011 
xsy700210305.hl 

287504 

216884_1.R1011 

clt700043292.fl 

BLASTX 

g2499613 

272 

2.0e-24 

61 

85 

MITOGEN- ACTIVATED PROTEIN KINASE HOMOLOG MMK2 
>gi__1204129_emb_CAA57719_ (X82268) protein kinase [Medicago 
sativa] 



Seq. No. 
Contig ID 
5 '-most EST 



287505 

216918_1.R1011 
ceu700428444.hl 



Seq. No. 

Contig ID 
5 '-most EST 



287506 

216934_1.R1011 
clt700043371.fl 



Seq. No. 
Contig ID 
5 '-most EST 



287507 

216963_1.R1011 
clt700043415.fl 



Seq. No. 
Contig ID 
5 '-most EST 



287508 

217027_1.R1011 
clt700043525.fl 



Seq. No, 



287509 



40015 



Contig ID 

'5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217060_1.R1011 

clt700043627.fl 

BLASTX 

g4580398 

192 

l.Oe-14 

75 

55 

(AC007171) putative protein kinase APKIA [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



287510 

217122_1.R1011 
wyr700238378,hl 

287511 

217132_1.R1011 
ceu700425481.hl 



Seq. No. 

Contig ID 
5 '-most EST 



287512 

217132__2.R1011 
ceu700427079.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match '-length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 



287513 

217296^1. RlOll 

clt700044129.rl 

BLASTX 

g2289010 

293 

2.0e-26 

79 
75 

(AC002335) FKBP type peptidyl-prolyl cis-trans isomerase 
isolog [Arabidopsis thaliana] 

287514 

217301_1.R1011 

ceu700425350.hl 

BLASTX 

g4220515 

223 

3,0e-18 

123 

44 

(AL035356) putative protein [Arabidopsis thaliana] 
287515 

217368_1.R1011 
nwy700446494.hl 

287516 

217404_1.R1011 
uwc700152571.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287517 

217449_1.R1011 
clt700044371,fl 



40016 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4583546 

239 

4.0e-20 

82 

61 

(AJ010819) GrpE protein [Arabidopsis thaliana] 
287518 

217454_1,R1011 

clt700044376.fl 

BLASTX 

g2341033 

160 

6.0e-ll 

39 

72 

(AC000104) Similar to Babesia aldo-keto reductase 
(gb_M93122) . [Arabidopsis thaliana] 

287519 

217465_1.R1011 

ceu700423818.hl 

BLASTX 

g2352492 

458 

7.0e-46 
118 
71 

(AF005047 
thaliana] 
response 



) transport inhibitor response 1 [Arabidopsis 

>gi_2352494 {AF005048) transport inhibitor 
1 [Arabidopsis thaliana] 



Seq. No, 
Contig ID 
5 '-most EST 



287520 

217482_1.R1011 
ceu700423857.hl 



Seq, No. 

Contig ID 
5 '-most EST 



287521 

217509__1.R1011 
clt700044520.fl 



Seq. No. 
Contig ID 
5 '-most EST 



287522 

217558_1.R1011 
fwa700099139,hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



287523 

217594_1.R1011 
pmx700091971.hl 

287524 

217607_1.R1011 

xsy700217196.hl 

BLASTX 

g2252840 

200 

7.0e-20 
135 



40017 



% identity 

NCBI Description 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



41 

{AF013293) contains regions of similarity to Haemophilus 
influenzae permease (SP:P38767) [Arabidopsis thaliana] 

287525 

217622_1.R1011 

clt700044708.fl 

BLASTX 

gl673344 

151 

8.0e-10 

49 

59 

(D64002) hypothetical protein [Synechocystis sp.] 



287526 

217771_1.R1011 

yyf700351286.hl 

BLASTX 

g4508077 

296 

3.0e-27 

66 

83 

{AC005882) 62114 



[Arabidopsis thaliana] 



287527 

217790_1.R1011 
clt700044927.fl 



Seq. No. 
Contig ID 
5 '-most EST 



287528 

217840_1.R1011 
ltv700479663.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287529 

217899_1.R1011 
ceu700422477.hl 



Seq- No. 
Contig ID 
5 '-most EST 



287530 

217946_1.R1011 
clt700045166.fl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 



287531 

217965_1.R1011 

clt700045194.fl 

BLASTX 

g3650378 

256 

9.0e-22 

240 

12 

(AL031740) putative rRNA biogenesis protein; rrp5 homolog; 
multiple SI rna binding domain protein [Schizosaccharomyces 
pombe] 

287532 

217969 l.RlOll 



40018 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



clt700045203.fl 

BLASTX 

gl773014 

426 

3.0e-42 

111 

77 

(Y10338) chloride channel Stclcl [Solanum tuberosiim] 



Seq. No. 
Contig ID 
5 '-most EST 



287533 

218017_1.R1011 
fdz701163715.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287534 

218029_1.R1011 

xmt700264547.hl 

BLASTX 

g3786009 

484 

5.0e-49 

102 
90 

(AC005499) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287535 

218084_2.R1011 

clt700045374.fl 

BLASTX 

g2934902 

175 

9.0e-13 

34 

100 

(AF039304) cpSecY [Zea mays] 



Seq. No. 
Contig ID 
5 '-most EST 



287536 

218178_1,R1011 
clt700045521.fl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287537 

218195__1.R1011 

uer700579686.hl 

BLASTX 

g4098238 

168 

2.0e-23 

114 

51 

(U76384) o-methyltransf erase [Triticum aestivum] 



Seq. No. 

Contig ID 
5 '-most EST 



287538 

218199_1,R1011 
fwa700100247.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287539 

218236_1.R1011 
clt700045619.fl 



40019 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287540 

218239_1.R1011 

clt700045622.fl 

BLASTX 

g4544409 

421 

2.0e-41 

124 

66 

(AC006955) putative transcription factor [Arabidopsis 
thaliana] >gi__4585920_gb_AAD25580 . 1_AC007211_2 {AC007211) 
putative scarecrow homolog [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



287541 

218291_1.R1011 
clt700045702.fl 



Seq. No. 
Contig ID 
5 '-most EST 



287542 

218349_1.R1011 
clt700045789.fl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287543 

218359^1. RlOll 

clt700045811.fl 

BLASTN 

g3451055 

35 

6.0e-10 

71 

87 

Arabidopsis thaliana DNA chromosome 4, BAG clone F16G20 
{ESSAII project) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287544 

218371_1.R1011 

wyr700242570.hl 

BLASTX 

g4646218 

525 

2.0e-53 

128 

76 

{AC007290) putative GTP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



287545 

218396_1.R1011 
clt700045863.fl 



Seq. No. 
Contig ID 
5 '-most EST 



287546 

218419_1.R1011 
wty700165628,hl 



Seq. No. 
Contig ID 
5 '-most EST 



287547 

218456_1.R1011 
nwy700448104.hl 



40020 



Seq. No. 
Contig ID 
5 '-most EST 



287548 

218462_1.R1011 
ceu700424932.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



287549 

218468_1.R1011 

clt700045979.fl 

BLASTX 

gl001814 

150 

l.Oe-09 

135 

30 

(D64005) hypothetical protein [Synechocystis sp,] 
287550 

218498_1.R1011 

gwl700612633.hl 

BLASTX 

g3176714 

365 

9.0e-35 

91 
76 

(AC002392) putative tRNA-splicing endonuclease positive 
effector [Arabidopsis thaliana] 

287551 

218505_1.R1011 
clt700046044,fl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



287552 

218546_1.R1011 

ceu700431122,hl 

BLASTX 

g3850573 

291 

2.0e-26 

94 

62 

(AC005278) Similar to gi_1652733 glycogen operon protein 
GlgX from Synechocystis sp. genome gb_D90908. ESTs 
gb_H36690, gb_AA712462, gb_AA651230 and gb_N95932 come from 
this gene. [Arabidopsis thaliana] 

287553 

218641_1.R1011 
clt700046442.fl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



287554 

218663_1.R1011 

xyt700343542.hl 

BLASTX 

g3025205 

258 

2.0e-22 



40021 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



104 
48 

HYPOTHETICAL 65.1 KD PROTEIN SLR1919 

>gi_1652223_dbj_BAA17147_ (D90903) ABCl-like [Synechocystis 
sp. ] 

287555 

218731_1.R1011 

rvl700454603.hl 

BLASTX 

gl723953 

297 

9.0e-39 

108 

81 

MINICHROMOSOME MAINTENANCE PROTEIN 6 

>gi_2131619_pir S64219 hypothetical protein YGL201c - 

yeast (Saccharomyces cerevisiae) >gi_1322832_emb_CAA96913_ 
{Z72723) ORE YGL201c [Saccharomyces cerevisiae] 

287556 • 

218735_1.R1011 

ntr70Q072620.hl 

287557 

218882_1.R1011 

wty700163265.hl 

BLASTX 

gl709921 

455 

l.Oe-75 

176 

82 

PHOSPHORIBOSYLAMINE—GLYCINE LIGASE (GARS) (GLYCINAMIDE 
RIBONUCLEOTIDE SYNTHETASE) ( PHOSPHORIBOSYLGLYCINAMIDE 
SYNTHETASE) >gi_945062 {U30896) glycinamide ribonucleotide 
(GAR) synthetase [Vigna unguiculata] 

287558 

218907_1,R1011 
ntr700071926.hl 

287559 

218941_1.R1011 

ntr700071965.hl 

BLASTX 

g3367519 

390 

8.0e-38 

129 

64 

{AC004392) Contains similarity to gb_U51898 
Ca2-H-independent phospholipase A2 from Rattus norvegicus. 
[Arabidopsis thaliana] 

287560 

218945 l.RlOll 



40022 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



ntr700071969.hl 

BLASTX 

gl455232 

260 

9.0e-23 

72 

65 

{AL035523) putative protein [Arabidopsis thaliana] 
287561 

218954_1.R1011 
ntr700071979.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287562 

218962_1.R1011 

ntr700075710.hl 

BLASTX 

g4263791 

142 

6.0e-09 

104 
37 

(AC006068) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



287563 

218987_1.R1011 
tfd700573026.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287564 

219021_1.R1011 

xsy700210933.hl 

BLASTX 

gl730744 

221 

6.0e-18 

108 

44 

HYPOTHETICAL 33.5 KD PROTEIN IN MKSl-MSKl INTERGENIC REGION 

>gi_1077202_pir S53904 hypothetical protein yNL075w - 

yeast (Saccharomyces cerevisiae) >gi_791110_emb_CAA60184_ 

(X86470) unknown [Saccharomyces cerevisiae] 
>gi_1301963_emb_CAA95949_ (Z71351) ORF YNL075w 

[Saccharomyces cerevisiae] 

287565 

219036_1.R1011 

yyf700349954.hl 

BLASTX 

g2642450 

215 

2.0e-17 

70 

60 

(AC002391) putative metal ion transporter (Nramp) 
[Arabidopsis thaliana] >gi_3169188 {AC004401) putative 
metal ion transporter (Nramp) [Arabidopsis thaliana] 



40023 



Seq. No. 

Con-tig ID 
5 '-most EST 



287566 

219085_1.R1011 
ntr700072185.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



287567 

219086_1,R1011 

wty700171383.hl 

BLASTX 

g2160175 

286 

5.0e-26 

82 

71 

(AC000132) 
proteinase 



Strong similarity to Dianthus cysteine 
(gb_U17135) . [Arabidopsis thaliana] 



287568 

219126_1.R1011 
ntr700072248.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



287569 

219276_1.R1011 
wyr700239138.hl 

287570 

219278_1.R1011 

xjt700095147.hl 

BLASTX 

gl362112 

438 

2,0e-43 

124 

70 

protein kinase NPK2 {EC 2.7.1.-) - common tobacco 
>gi_862342_dbj_BAA06731_ (D31964) NPK2 [Nicotiana tabaciom] 

287571 

219300_1.R1011 
uwc700151756,hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



287572 

219363__1.R1011 

ntr700075829.hl 

BLASTX 

g3551960 

405 

l,0e-39 

137 

61 

(AF082033) senescence-associated protein 15 
hybrid cultivar] 

287573 

219409_1,R1011 
ntr700072609.hl 



[Hemerocallis 



40024 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 •-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 



11 . • 

287574 

219422_1.R1011 
ntr700075316.hl 



287575 

219451_1.R1011 
zuv700354721.hl 

287576 

219452_1.R1011 
xsy700212739.hl 

287577 

219457_1.R1011 

gct701167370.hl 

BLASTX 

g2829918 

449 

4.0e-48 

127 

76 

(AC002291) similar to "tub" 
[Arabidopsis thaliana] 

287578 

219486__1.R1011 
ntr700072707.hl 

287579 

219491_1.R1011 
ymt700223460.hl 

287580 

219502_1.R1011 

ntr700072725.hl 

BLASTX 

g3785989 

254 

6.0e-22 

113 

42 

(AC005560) unknown protein 
287581 

219503_1.R1011 
ntr700072726.hl 



protein gp_U82468_2072162 



[Arabidopsis thaliana] 



287582 

219513_1.R1011 
ntr700072739.hl 

287583 

219542_1.R1011 
ntr700072769.hl 

287584 

219548 l.RlOll 



40025 



# 



5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



xjt7Q0094929.hl 
287585 

219548_3.R1011 

wty700162793.hl 

BLASTN 

g408384 

33 

3.0e-09 

37 

97 

Rattus norvegicus clone 
mRNA, complete cds 



ndf20 neu differentiation factor 



287586 

219561_1,R1011 

ntr700072788.hl 

BLASTX 

g2618691 

527 

7.0e-54 

144 

74 

(AC002510) putative chloroplast envelope Ca2+-ATPase 
[Arabidopsis thaliana] 

287587 

219610_1.R1011 
ntr700072852.hl 



Seq. No. 

Contig ID 
5 '-most EST 



287588 

219624_1.R1011 
ntr700073595,hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



287589 

219654_1.R1011 

ntr700072918.hl 

BLASTX 

g4544386 

1092 

l.Oe-119 

302 

67 

(AC007047) putative cell division control protein 
[Arabidopsis thaliana] 

287590 

219664_1.R1011 
ntr700072934,hl 



Seq, No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



287591 

219665__1.R1011 

ydl700405402,hl 

BLASTX 

gl495259 

227 

6.0e-19 



40026 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



104 
44 

(X97826) orf04 [Arabidopsis thaliana] 



287592 

219742_1.R1011 

ntr700073040.hl 

BLASTX 

g478740 

185 

5.0e-14 

77 
60 

phenylalanine ammonia-lyase 



(EC 4.1.3.5) - rice 



287593 

219764_1.R1011 

ntr700073073,hl 

BLASTX 

g4Q49518 

294 

l.Oe-26 

90 

57 

(AL031852) conserved hypothetical protein 
[Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5 '-most EST 



287594 

219806_1.R1011 
ntr700073135.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287595 

219813_1.R1011 
ntr700073146.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287596 

219824_1.R1011 
ntr700073159.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



287597 

219827_1.R1011 

ntr700073162.hl 

BLASTX 

g2511533 

366 

4.0e-35 

71 

96 

{AF008121) alpha-tubulin 2 
287598 

219845_1.R1011 

ntr700073180.hl 

BLASTX 

g3522946 

157 

l.Oe-10 



[Eleusine indica] 



40027 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



116 
32 

(AC004411) 



putative cytochrome P450 [Arabidopsis thaliana] 



287599 

219856_1.R1011 

ntr700073194,hl 

BLASTX 

g2735841 

201 

8.0e-16 

90 

41 

(AF010283) No definition line found [Sorghum bicolor] 
287600 

219866_1.R1011 
dyk700104526.hl 



Method 


BLASTX 


NCBI. GI 


g2642661 


BLAST score 


333 


E value 


3.0e-31 


Match length 


85 


% identity 


66 


NCBI Description 


(AF034545) copalyl pyrophosphate synthase [St 




rebaudiana] 


Seq. No. 


287601 


Contig ID 


219895 l.RlOll 


5^ -most EST 


pmx700083568 .hi 


Method 


BLASTN 


NCBI GI 


g516553 


BLAST score 


44 


E value 


2. Oe-15 


Match length 


56 


% identity 


95 


NCBI Description 


Zea mays B73 cyclin laZm mRNA, partial cds 


Seq. No. 


287602 


Contig ID 


219895 2.R1011 


5 '-most EST 


xjt700092663.hl 


Seq. No. 


287603 


Contig ID 


219914 l.RlOll 


5 '-most EST 


wyr700238978.hl 


Method 


BLASTX 


NCBI GI 


gl293688 


BLAST score 


145 


E , value 


2.0e-09 


Match length 


83 


% identity 


39 


NCBI Description 


(U53827) STAl-2 [Silene latifolia ssp. alba] 




(U53829) STAl-18 [Silene latifolia ssp. alba] 


Seq. No. 


287604 


Contig ID 


219929 l.RlOll 


5 '-most EST 


pmx700086243.hl 



>gi_1293692 



40028 



beq. MO. 


Z 0 / DUD 


Contig IJJ 




O — ItlOSI- JtiO i 


11 Ui f \JU\J / OO^O .XiX 


Seq. No. 


907 ^rn/: 
Zo / DUO 




J- y y t ^ ± * r\x u X X 


0 -most: tbi 


vTT-j- "7 nn^R ri7 1 "hi 
rvu /uuoou / ±D .nx 


Method 


BLASTX 


NCBI GI 


g4454467 


niiAbi score 




E value 


J? . UG D X 


Matcn lengtn 


1/1 


% identity 


Do 


NCBI Description 


tAL/U u DZ 0 f± ; unKnown pxOL.eiii Li^xauxt 


Seq, No. 


Z 0 / DU / 


uonLig IJJ 


99001 Q 1 R1 01 1 
ZZUUXy X.r\XUll 


0 -mOS L iLbi 


no s / uiitso / D^.m 


Method 




NUbJ. bi 


g4i Di yzo 


BLAST score 


TOO 

loz 


E value 


1 . ue— 1 J 


Match length 


107 


% identity 


37 


NCBI Description 


bUKollUli Uhjn 1 UKUlaJljJMAbili \li lUliULi 




>gi ozziyo_pir A4oUoz L-iaitoi z 




1.1.1*14) - Bacillus siiDtilis >gi 




dehydrogenase [Bacillus subtilis] 




(ZiyyiU/j sorDiuoi oenyarogenase l 


Seq. No. 


Zo / DUO 


conuig lu 


990090 1 PI 01 1 
ZZUUZU l.KlUll 


c ■ — .AA-t- ■corn 

0 ' -most EST 


ntr / uuu / -34UD.ni 


Method 


BLASTX 


NCBI GI 


g4454464 


BLiAbi score 


loy 


E value 


D . ue— iz 


Match length 


38 


% identity 


74 


NCBI Description 


^/iuuuDZo4; unKnown proLem [iiraDi 


Seq. No. 


287609 


Contig ID 


220025_1.R1011 


0 -most bb i 


ntr /uuu/J4io.ni 


Seq. No. 


ZO / blu 


Contig ID 


ZzuOZo l.KlUll 


5 -most EST 


xsy /UUzlU4 /J.nl 


Seq. No. 


287611 


Contig ID 


220031 l.RlOll 


5 '-most EST 


wty700163735.hl 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


7.0e-ll 



2 -DEHYDROGENASE) 



40029 



Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 
5* -most EST 



36 
100 

Xenopus laevis cDNA clone 27A6-1 



287612 

220052_1.R1011 
ntr700073456.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287613 

220082__1.R1011 
ntr700073506.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



287614 

220126_1.R1011 

ntr700073563.hl 

BLASTX 

g461812 

316 

5.0e-29 

158 

41 

CYTOCHROME P450 72 (CYPLXXII) (PROBABLE 
GERANIOL-IO-HYDROXYLASE) (GEIOH) >gi_167484 {L10081) 
Cytochrome P-450 protein [Catharanthus roseus] 

>gi_445604_prf 1909351A cytochrome P450 [Catharanthus 

roseus] 



287615 

220169_1.R1011 

xyt700343146.hl 

BLASTX 

g3914006 

572 

l.Oe-69 

140 

97 

MITOCHONDRIAL LON PROTEASE HOMOLOG 
(US 5 4 95) L0N2 [Zea mays] 



2 PRECURSOR >gi__1816588 



287616 

220170_1.R1011 

uwc700152464.hl 

BLASTX 

gl706551 

388 

2.0e-37 

125 

65 

GLUCAN END0-1,3-BETA-GLUC0SIDASE PRECURSOR 

( (l->3) -BETA-GLUCAN ENDOHYDROLASE) ( (l->3) -BETA-GLUCANASE) 
(BETA-1,3-END0GLUCANASE) >gi_924953 (U30323) beta 
1, 3-glucanase [Triticiom aestivum] 

287617 

220196_1.R1011 

pmx700085677.hl 

BLASTX 



40030 



II 



NCBI GI 


g3005590 


BLAST score 


478 


SLt VclXU.ti 








% identity 


59 


NCBI Description 


(AF051326) rRNA methylase [Arabidopsis thaliana] 


O c . IN (J • 


^ O f \J J.O 


L/Onciy JLU 




0 — lEOSC iLiOi 


nwy / uu^ ^oufi / .nx 


oecj- iNo, 


^ Q / D X ^ 


V-zOnLly XU 


99^97f^ 1 R1 ni 1 

^^\J jC. I \j X. IxX U X X 




n-i--r7nn?T7??ii ^ hi 




BLASTX 


NCBI GI 


g4468798 


BLAST score 


290 


T TT ^ 1 n a 

iLi VaXue 






7'^ 


% identity 


75 


NCBI Description 


(AJ010440) GST7 protein [Zea mays] 


oecj. iMO. 




Contig ID 


220292 l.RlOll 


5 '-most EST 


ntr700073831.hl 


oeq* wo. 


9P7 ^^91 
Zo / OZX 


Contig ID 


220304 l.RlOll 


5 '-most EST 


uwc700155707.hl 


beg, NO. 




L-Ontly XU 


99n'^47 1 Pi m 1 

/C^KJ3*if X.rvXUXX 


0 -most bb 1 


gcii / uii / oyoz .nx 


beg, NO. 


zo / dZ J 


v^onrig lu 


oon'5c;c; i Dimi 


3 mojst iiib 1 


xyi, / uuo^toooo . 11 X 






NL/X31 ol 


- rT94 91 

gz ^ 0 -7 ft z X 


BLAST score 


179 


E value 


6.0e-13 


Match length 


111 

XXX 


% identity 


oD 


NCBI Description 


{AC002332) putative calcium-binding EF-hand prot 




[Arabidopsis thaliana] 


beg. NO. 


Z O / DZ 4 


Contig ID 


220400 l.RlOll 


5 '-most EST 


pwr700451895.hl 


beg. NO. 


Z O / OZD 


Contig ID 


220414 l.RlOll 


5 '-most EST 


fdz701162952.hl 


Seg. No. 


287626 


Contig ID 


220416 l.RlOll 


5 '-most EST 


fwa700101206.hl 



40031 




becj. iNo. 


Z 0 / DZ / 


uoiiLig ijj 




>J ILLL/O L 1 


n-|-r7nn?T7'^Qfi9 hi 


beg. NO. 


Zo f dZo 






D — mosr cjoi 


nur / uuu / 4 u oi . ni 


Method 


BLASTX 


NCBI GI 


g3775989 


BLAbi score 


od4 


E value 


1 . Ue-ocf 


Match length 




% identity 


7 Q 




\r\.\J\J±\J^DO} rvlNri licXiUclofc; j_HX cIjiJXvJ.U^o Xo UXlclXXcllia. J 


beq. NO. 


OQ7 fTOQ 




ZZUriDO X.x\XUXX 


3 -most Hibi 


nt r/uuu .nx 


Method 


BLASTX 


NCBI GI 


g4586244 


bLAbi score 


O Q Q 


E value 


4 . Ue-zu 


Matcn length 


14o 


% identity 


34 


NCBI Description 


{AL049640) putative protein [Arabidopsis thaliana] 


Seq. No. 


ZO / DOU 


uontiig iJJ 


ZZU4DO X.KXUXX 


D -most EST 


rvl /UU4D44b4 .nl 


Method 


bLAb iA 


NCBI GI 


g3786011 


BLAST score 


173 


E value 


4 , Ue-lz 


Matcn lengtn 


Q O 
OZ 


% identity 


51 


NCBI Description 


(AC005499) putative elongation factor [Arabidopsis 




thaliana] 


Seq. No. 


287631 


Contig ID 


220467_1.R1011 


0 — itiosr iLoi 


nmr / uuu / 4U4to .nx 


Seq. No. 


287632 


Contig ID 


220482_1,R1011 


D — itiosr iijbi 


xmr /uuzozz4o.nx 


Seq. No. 


zo / D O J 


Contig ID 


zz04yo l.RlOll 


5 -most EST 


ceu7004z4594 .hi 


Seq. No. 


287634 


Contig ID 


220545 l.RlOll 


5 '-most EST 


hbs701186121.hl 


Method 


BLASTX 


NCBI GI 


g4586068 


BLAST score 


257 



40032 



E value 
Match length 
% identity 
NCBI Description 



3.0e-22 

114 

48 

(AC006194) putative glycerol-3-phosphate permease 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



287635 

220668_1.R1011 
xmt700267585.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287636 

220670__1.R1011 
ntr700074407.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287637 

220671_1.R1011 
nbm700476309.hl 



Seq. No. 

Contig ID 
5 '-most EST 



287638 

220679_1.R1011 
ntr700074425.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287639 

220757_1.R1011 

wyr700242779.hl 

BLASTX 

g3445397 

414 

8.0e-41 

106 

79 

(AJ010166) S-domain receptor-like protein kinase [Zea mays] 



Seq. No. 
Contig ID 
5 '-most EST 



287640 

220797_1.R1011 
xjt700094469.hl 



Seq. No. 

Contig ID 
5 '-most EST 



287641 

220843_1.R1011 
ntr700074708.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287642 

220846_1.R1011 
ymt700220734.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287643 

220906_1.R1011 
pwr700452058.hl 



Seq, No. 
Contig ID 
5 '-most EST 



287644 

220926_1.R1011 
ntr700074838.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287645 

221043_1.R1011 
ntr700074986.hl 



40033 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287646 

221064_1.R1011 

ntr700075032.hl 

BLASTX 

g3024501 

214 

2.0e-17 

43 

95 

RAS-RELATED PROTEIN RABllC >gi__137014 6_einb_CAA98179_ 
(Z73951) RABllC [Lotus japonicus] 



Seq. No. 
Contig ID 
5 '-most EST 



287647 

221068_1,R1011 
nbm700468601.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287648 

221149__1.R1011 
ntr700075153.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287649 

221152_1.R1011 
ntr700075157.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287650 

221155_1,R1011 

ntr700075160.hl 

BLASTX 

gl706102 

144 

5,0e-09 

78 

40 

CLEAVAGE AND POLYADENYLATION SPECIFICITY FACTOR, 160 KD 
SUBUNIT {CPSF 160 KD SUBUNIT) >gi_1045574 (U37012) cleavage 
and polyadenylation specificity factor [Homo sapiens] 



Seq. No. 
Contig ID 
5 '-most EST 



287651 

221216_1.R1011 
ntr700075248.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287652 

221234_1.R1011 

UWC700152430 

BLASTX 

g416922 

223 

2.0e-18 

67 
70 

DEOXYURIDINE 5 ' -TRIPHOSPHATE NUCLEOTIDOHYDROLASE (DUTPASE) 

(DUTP PYROPHOSPHATASE) (P18) >gi_282947_pir JQ1599 dUTP 

pyrophosphatase (EC 3.6.1.23) - tomato 

>gi_251897_bbs__109276 (S40549) deoxyuridine triphosphatase, 
dUTPase, P18 {EC 3.6.1.23} [tomatoes. Tint Tim cultivar 
LA154, Peptide, 169 aa] [Lycopersicon esculentum] 



40034 



Seq. No. 
Contig ID 
5 '-most EST 



287653 

221239_1.R1011 
ntr700075277.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287654 

221263_1.R1011 
nbm700471649.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287655 

221286_1.R1011 
ntr700075339.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



287656 

221305__1.R1011 

xjt700095736.hl 

BLASTX 

gl621463 

158 

8.0e-ll 

39 

74 

(U73104) laccase 
287657 

221476_1.R1011 
ntr700075604.hl 



[Liriodendron tulipifera] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



287658 

221549_1.R1011 

ntr700075704.hl 

BLASTX 

g4584547 

148 

3.0e-21 

146 

41 

(AL049608) potassium transporter-like protein [Arabidopsis 
thaliana] 

287659 

221608_1.R1011 

ymt700220627.hl 

BLASTX 

g3882211 

194 

5.0e-15 

99 

42 

(AB018288) KIAA0745 protein [Homo sapiens] 
287660 

221619_1.R1011 

ntr700075814.hl 

BLASTX 

g3702332 

310 

3.0e-28 



40035 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



151 
42 

(AC005397) unknown protein [Arabidopsis thaliana] 
287661 

221645_1.R1011 
ntr700075848.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287662 

221690_1.R1011 
hbs701184261.hl 



Seq. No. 

Contig ID 
5 '-most EST 



287663 

221703_1.R1011 
ntr700075920.hl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



287664 

221714_1.R1011 

ntr700075934.hl 

BLASTX 

g4567265 

527 

8.0e-54 

133 

76 

{AC006841) putative kinesin protein [Arabidopsis thaliana] 
287665 

221733_1.R1011 
ntr700075956.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



287666 

221824__1.R1011 
xyt700342890.hl 

287667 

221944_1.R1011 
ntr700076321.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



287668 

221986_1.R1011 

tfd700570805.hl 

BLASTX 

g3522943 

352 

3.0e-33 

148 

24 

{AC004411) putative p-glycoprotein [Arabidopsis thaliana] 
287669 

222061_1.R1011 

ypc700798722.hl 

BLASTX 

g2739371 

143 

5.0e-09 



40036 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 
Contig ID 
5 '-most EST 



# 

113 
35 

(AC002505) unknown protein [Arabidopsis thaliana] 
287670 

222084_1.R1011 
yyf700350993.hl 

287671 

222098_1.R1011 

hbs701184342.hl 

BLASTX 

g2291143 

213 

8.0e-17 

131 

39 

(AF016417) Similar to BZIP transcription factor 
[Caenorhabditis elegans] 

287672 

222110_1.R1011 

ceu700429693.hl 

BLASTX 

g4574141 

633 

4.0e-66 

176 

68 

(AF073698) cysteine synthase [Oryza sativa] 
287673 

222110_2.R1011 

ntr700076554.hl 

BLASTX 

g4574141 

322 

5,0e-30 

105 

61 

(AF073698) cysteine synthase [Oryza sativa] 
287674 

222122_1.R1011 
ntr700076570.hl 



Seq, No. 
Contig ID 
5 '-most EST 



287675 

222127_1.R1011 
ntr700076578.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



287676 

222299_1.R1011 
ymt700223874.hl 

287677 

222310_1.R1011 
ntr700076838.hl 



40037 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



BLASTX 

g3688172 

199 

5.0e-23 

82 

51 

(AL031804) 



putative protein [Arabidopsis thaliana] 



287678 

222323^1. RlOll 
ntr700076857.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



287679 

222362_1.R1011 
xyt700344896.hl 

287680 

222377_1.R1011 

yyf700351922.hl 

BLASTN 

g4234845 

302 

l.Oe-169 

306 

100 

Zea mays copia-like retrotransposon Sto-17, partial 
sequence 

287681 

222378_1.R1011 
xjt700093436.hl 

287682 

222381_1,R1011 
uwc700155416.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287683 

2224G0_1.R1011 

ntr7G0077002.hl 

BLASTX 

g3281868 

475 

5.0e-48 

96 

90 

(AL031004) putative protein [Arabidopsis thaliana] 
287684 

222402__1.R1011 

wyr700239581.hl 

BLASTN 

g218190 

42 

2.0e-14 

73 

91 

Rice genomic DNA encoding peroxidase component RP-2 and/or 



40038 



4 >gi_2447 67_gb_S80193_S80193 peroxidase isoform RP-2 or 
RP-4 [Oryza sativa L.=rice, Genomic, 8 9 nt] 



Seq. No. 
Contig ID 
5 '-most EST 



287685 

222414_1.R1011 
wen700333915.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287686 

222437_1.R1011 
ntr700077043.hl 



Seq, No. 
Contig ID 
5 '-most EST 



287687 

222455_1.R1011 
ntr700077437.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287688 

222474_1.R1011 
ntr700077087.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



287689 

222490_1.R1011 

ntr700077116.hl 

BLASTN 

gl518673 

46 

9.0e-17 

62 

94 

Zea mays beta-D~glucosidase (glul) gene, intron 4 
transposon 1, complete sequence 

287690 

222501_1.R1011 
ntr700077129.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287691 

222559_1.R1011 
ntr700077217,hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



287692 

222714_1.R1011 

ntr700077423.hl 

BLASTX 

g4097549 

148 

l.Oe-09 

81 

41 

(U64907) ATFP4 [Arabidopsis thaliana] 
287693 

222743__1.R1011 
ntr700077459.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287694 

222757_1.R1011 
dyk700102132.hl 



40039 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287695 

222761_1.R1011 

ceu700428373.hl 

BLASTN 

gl255218 

45 

3.0e-16 

88 
90 

Zea mays blue-light photoreceptor-like mRNA 



Seq. No. 
Contig ID 
5 '-most EST 



287696 

222840_1.R1011 
xjt700096175.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287697 

222855_1.R1011 

uwc700149731.hl 

BLASTX 

g2959767 

221 

4.0e-18 

55 

73 

(AJ002584 
(AC005309 



AtMRP4 [Arabidopsis thaliana] >gi_3738292 
glutathione-con jugate transporter AtMRP4 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



287698 

222952_1.R1011 
uwc700149948.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287699 

223023_1.R1011 
uwc700150051.hl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287700 

223038_1,R1011 

pmx700089090.hl 

BLASTX 

g2924781 

178 

7.0e-13 

155 

30 

(AC002334) putative cellulose synthase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



287701 

223061_1.R1011 
uwc700150113,hl 



Seq. No. 
Contig ID 
5 '-most EST 



287702 

223078_1.R1011 
dyk700104731.hl 



40040 



Seq. No. 

Contig ID 
5 '-most EST 



287703 

223142_1.R1011 
uwc700150242.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287704 

223168_1.R1011 
xmt700266529.hl 



Seq. No- 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



287705 

223190_1.R1011 

uwc700150313.hl 

BLASTX 

gl363492 

160 

5.0e-13 

82 

48 

outer envelope membrane protein OEP75 precursor - garden 
pea >gi_576507 (L36858) outer membrane protein [Pisum 
sativum] >gi_633607_emb_CAA58720__ (X837 67) chloroplastic 
outer envelope membrane protein (OEP75) [Pisum sativum] 

287706 

223194_1.R1011 

uwc700150330.hl 

BLASTX 

gl785744 

189 

l.Oe-14 

50 

68 

{Y08502) orfl58 [Arabidopsis thaliana] 
287707 

223200_1.R1011 
uwc700150338.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287708 

223216_1.R1011 
pmx700085232.hl 

287709 

223246_1.R1011 
pmx700085177.hl 

287710 

223267__1.R1011 

cjh700196989.hl 

BLASTX 

g2589164 

559 

l.Oe-57 

126 

88 

(D88452) aldehyde oxidase-2 



[Zea mays] 



Seq. No. 



287711 



40041 



Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 



223270_1.R1011 
xyt700344233.hl 

287712 

223276_1.R1011 
uwc700150443.hl 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



287713 

223289_1.R1011 
xsy700212957.hl 

287714 

223307__1.R1011 
uwc700150477,hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 



287715 

223343_1.R1011 

uwc700150522,hl 

BLASTX 

g480009 

212 

6.0e-17 

140 

34 

LIS-1 protein - human 
287716 

223436_1.R1011 
wyr7002401B6.hl 

287717 

223447_1.R1011 
uwc700150655.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287718 

223490__1.R1011 
uwc700150710.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



Seq. No. 
Contig ID 



287719 

223510_1.R1011 

kem700612116.hl 

BLASTX 

gl722856 

320 

l.Oe-29 

127 

50 

CHROMOSOME ASSEMBLY PROTEIN XCAP-E >gi_107 9282_pir B55094 

chromosomal protein XCAP-E - African clawed frog >gi_563814 
(U13674) XCAP-E [Xenopus laevis] 

287720 

223513_1.R1011 
pmx700088517.hl 

287721 

223556 l.RlOll 



40042 



5 '-most EST 



uwc700150808.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287722 

223605_1.R1011 
zuv700352749.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287723 

223619_1.R1011 
uwc700150883.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



287724 

223637_1.R1011 

xsy700217065.hl 

BLASTX 

g4585975 

153 

4,0e-10 

34 

82 

(AC005287) Hypothetical protein [Arabidopsis thaliana] 
287725 

223646_1.R1011 
uwc700150921.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287726 

223744_1.R1011 
uwc700151048.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287727 

223757_1.R1011 
uwc700151066.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



287728 

223821_1,R1011 

wty700166791.hl 

BLASTX 

g4584981 

213 

6.0e-23 

126 

51 

{AF088279) NADPH oxidase; RBOHl; gp91; phox homolog 
[Potamogeton crispus] 

287729 

223834_1.R1011 
hbs701182887.hl 



Seq. No. 

Contig ID 
5 '-most EST 



287730 

223839__1.R1011 
fdz701163136.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287731 

223854_1.R1011 
uwc700151183.hl 



40043 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 



287732 

223884_1.R1011 
dyk700105080.hl 

287733 

223893_1.R1011 
xyt700344392.hl 

287734 

223907_1,R1011 
nbm700465247.hl 

287735 

223921_1.R1011 

rvt700550122.hl 

BLASTX 

g4309734 

534 

l.Oe-54 

151 

66 

(AC006439) putative 26S proteosome regulatory subunit 8 
[Arabidopsis thaliana] 

287736 

223966__2,R1011 

uwc700151341.hl 

BLASTX 

g3152559 

409 

3.0e-40 

97 

74 

(AC002986) Similarity to A. thaliana gene product 
F21M12.20, gb_AC000132, EST gb_Z25651 comes from this gene 
[Arabidopsis thaliana] 



287737 

223994_1.R1011 

uwc700151385.hl 

BLASTX 

g2244785 

187 

5.0e-14 

48 
73 

(Z97335) hypothetical protein 
287738 

224001_1.R1011 
wyr700242068.hl 



[Arabidopsis thaliana] 



287739 

224008_1,R1011 
uwc700151413.hl 

287740 

40044 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224029_1.R1011 

uwc700153478.hl 

BLASTX 

g3360289 

244 

8.0e-21 

122 

44 

{AF023164) leucine-rich repeat transmembrane protein kinase 
1 [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



287741 

224031_1.R1011 

nbm700473307.hl 

BLASTX 

g4455188 

235 

l.Oe-19 

98 

52 

(AL035521) putative protein [Arabidopsis thaliana] 
287742 

224048_1,R1011 
uwc700151464.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287743 

224049_1.R1011 

pwr700448804,hl 

BLASTX 

g3256770 

306 

2,0e-27 

314 

32 

(AP000002) 318aa long hypothetical UDP-glucose 4-epimerase 
[Pyrococcus horikoshii] 



Seq. No. 
Contig ID 
5 '-most EST 



287744 

224073_1.R1011 
ymt700222779.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287745 

224079_1.R1011 

hbs701180966.hl 

BLASTX 

gl890577 

451 

6.0e-45 

111 

76 

(X93175) xyloglucan endotransglycosylase (XET) [Hordeum 
vulgare] 



Seq. No. 

Contig ID 
5 '-most EST 



287746 

224095_1.R1011 
wyr700243403.hl 



40045 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g2696229 

220 

4.0e-18 

73 

58 

(D55712) 



chitinase [Oryza sativa] 



287747 

224100_1.R1011 
xmt700263068.hl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



287748 

224122_1.R1011 

uwc700151612.hl 

BLASTX 

gl617270 

373 

6.0e-36 

92 

70 

(X94624) acyl-CoA synthetase [Brassica napus] 
287749 

224135_1.R1011 

hbs701181490.hl 

BLASTX 

g4455245 

261 

l.Oe-22 

145 

41 

(AL035523) hypothetical protein [Arabidopsis thaliana] 
287750 

224187_1.R1011 

uwc700151708.hl 

BLASTX 

g2275219 

583 

2.0e-60 

150 

79 

{AC002337) unknown protein [Arabidopsis thaliana] 
287751 

224202_1.R1011 
uwc700151728.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287752 

224221_1.R1011 
uwc700151753.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287753 

224241_1.R1011 
uwc700151779.hl 



40046 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287754 

224258_1.R1011 

uwc700151796.hl 

BLASTX 

g2244934 

153 

3,0e-10 

41 

71 

(Z97339) similarity to SYNAPTOBREVIN-RELATED PROTEIN 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287755 

224317__1.R1011 

uwc700151884.hl 

BLASTX 

g3121829 

154 

3.0e-10 

77 

47 

CHROMATIN ASSEMBLY FACTOR I P60 SUBUNIT (CAF-I 60 KD 

SUBUNIT) >gi_2134915_pir B56731 chromatin assembly factor 

I p60 chain - human >gi_882260 {U20980) chromatin assembly 
factor-I p60 subunit [Homo sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287756 

224335_1.R1011 

xsy700210402.hl 

BLASTX 

g2137762 

331 

5.0e-31 

104 

58 

serine C-palmitoyltransf erase 
mouse 



(EC 2.3.1.50) Lcb2 chain - 



Seq, No. 
Contig ID 
5 '-most EST 



287757 

224364_1.R1011 
xjt700094027.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287758 

224381_1.R1011 

uwc700151986,hl 

BLASTX 

g2558654 

178 

6.0e-13 

110 

38 

(AC002354) No definition line 



found [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



287759 

224417_1.R1011 

wen700332219.hl 

BLASTX 



40047 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



g4539677 
169 

l.Oe-21 

68 

71 

(AF061282) 



patatin-like protein [Sorghum bicolor] 



287760 

224427_1.R1011 

uwc700152054.hl 

BLASTX 

g282964 

310 

l.Oe-28 

67 

79 

transforming protein (myb) homolog (clone myb.PhB) - garden 
petunia >gi_20563_emb_CAA78386_ {Z13996) protein 1 [Petunia 
X hybrida] 

287761 

224446_1.R1011 
vux700160268.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287762 

224476^1. RlOll 
dhd700197974.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287763 

224484_1.R1011 
xmt700266920,hl 



Seq. No. 
Contig ID 
5 '-most EST 



287764 

224577__1,R1011 
uwc700152262.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287765 

224638_1.R1011 
gct701179126.hl 

287766 

224680_1.R1011 

uwc700152392.hl 

BLASTN 

g4062933 

48 

4.0e-18 

68 

93 

Hordeum vulgare mRNA for formate dehydrogenase, complete 
cds 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



287767 

224703_1.R1011 
wyr700242096.hl 
BLASTX 
gl546700 



40048 



BLAST score 

E value 

Match length , 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



474 

2,0e-47 

125 

74 

(X98804) peroxidase ATP18a [Arabidopsis thaliana] 
287768 

224720_1.R101L 
rvl700455674.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



287769 

224725_1.R1011 
wyr700240985.hl 

287770 

224770_1.R1011 
uwc700156380.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
-E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



287771 

224798_1.R1011 

uwc700152577.hl 

BLASTX 

g2708744 

273 

3.0e-24 

93 

51 

{AC003952) putative Bop-like zinc finger protein 
[Arabidopsis thaliana] 

287772 

224825_1.R1011 

pmx700091017.hl 

BLASTX 

g4538911 

170 

2,0e-15 

95 

45 

(AL049482) hypothetical protein [Arabidopsis thaliana] 
287773 

224825_2.R1011 

uwc700152612.hl 

BLASTX 

g4538911 

175 

l.Oe-12 

139 
32 

(AL049482) hypothetical protein [Arabidopsis thaliana] 
287774 

224853_1,R1011 
uwc700152730.hl 



Seq. No. 



287775 



40049 



uoriLig ±U 






O ILl^O L. i-iO J. 


nwr700T52735 hi 




rlc LliUU. 








rrl ^^^7 ^1 Q 




BLAST score 


259 




E value 


8.0e-23 






/ o 




% identity 


ao 
oz 




NCBI Description 


(U72504) G5p [Arabidopsis thaliana] 


>gi_3068710 




putative transmembrane protein G5p 


[Arabidopsis 


oe<5. NO. 


zo / / / o 




L^Oni-xy lU 


^^f±Oj7X x.rs.xuxx 




O — IuOSL. HiO I 


uyA. / uuxuo / xfi .iix 




beq. JNO • 


007777 
z 0 / / / / 




uontzly lU 


994 Q11 1 Rinil 

ZZ^t^XX X.I\XU±X 




O lUObl- IliO i 


hhQ7niTRS749 hi 










NCBI GI 


g2589163 




BLAST score 


74 




Hj vaxue 


X • Uc 00 




rid ccn xengtn. 


_70 




% identity 






NCBI Description 


iiea mays mKLNii lox a.iu.eiiyu.e uxxu.citDtr 


-9 0 OTTIT^ 1 ^"ho 


Seq. No. 


0 0 T "7 "7 0 

Zo / / /o 




Contig ID 


zz4y^o i.KlUli 




D — mosu jloi 


r^KT«7nnyf 7 Qi Q hi 




Method 


nLi£\0 i. A 




NCBI GI 


g2262114 




BLAST score 


225 




tj vaxne 


2.0e-18 




iYia.i_.cn ±eny L.n 


136 




% identity 


41 




NCBI Description 


(AC002343) cellulose synthase isolog [Arabidops 


oeq . iMO . 


287779 




Contig ID 


224941 l.RlOll 




5 '-most EST 


uwc700152816.hl 




oeg . wo . 


287780 




Contig ID 


224950 l.RlOll 




5 '-most EST 


xsy700213221.hl 




beg. rjo . 


287781 




Contig ID 


224983 l.RlOll 




o -most boi 


xjt700096528.hl 




Seq. No. 


287782 




Contig ID 


225020 l.RlOll 






uwc700152941.hl 




Method 


BLASTX 




NCBI GI 


g2507426 




BLAST score 


423 




E value 


6.0e-42 




Match length 


100 





(AF049236) 



40050 



% identity 

NCBI Description 



77 

ALANYL-TRNA SYNTHETASE, MITOCHONDRIAL PRECURSOR 
(ALANINE—TRNA LIGASE) (ALARS) >gi_1673365_einb_CAA80380_ 
(Z22673) mitochondrial tRNA-Ala synthetase [Arabidopsis 
thaliana] 







UOIiLXy XL/ 


99^f)^<^ 1 Rinii 


0 — inosL ejox 


ymL / uuzzx / uo .iij. 


Seq. No. 


287784 


uonrxg lu 




o -most Jijbi 


Ti.ru/uuD / uou / .nx 


Method 


BLASTX 


NCBI GI 


g3193330 


nhAol score 


X DO 


E value 


o . ue—xi 


Match length 


67 


% identity 


48 


NCBI Description 


(Aruoyzyyj contains simu 




(bbiL^zoUo; [iiraDiaopsis 


Seq. No. 


287785 


Contig ID 


ZZOllO l.KlUll 


o -most hbi 


uwc /UUloJllu . ni 


Seq. No. 


O O 1 T O 

ZO / /OD 


contig lu 


ZZOIZZ l.KlUll 


5 ' -most EST 


uwcTuOloolzz . nl 


Seq. No. 


zo / / o / 


uontig lu 


zzoioy l.KlUll 


5 '-most EST 


uwc700T53215.hl 


Seq. No. 


O Q T7 Q Q 

ZO / loo 


Contig ID 


ZZD/.OU l.KlUll 


5 ' -most EST 


, "7 A a"i~C O O "U 1 

vux / uuiby/Jz. ill 


Method 


BLASTX 


NCBI Orl 


goyooouy 


BLAST score 


TOO 

IbO 


E value 


fZ A^ T /J 


Matcn lengtn 


14 y 


% identity 


oU 


NCBI Description 


{AB010108) MCM6 [Drosoph 


beq. INO. 


00770 Q 

z cs / / 0 y 


Contig ID 


225323 l.RlOll 


5 '-most EST 


uwc700153452.hl 


Method 


BLASTX 


NCBI GI 


g4584538 


BLAST score 


294 


E value 


l.Oe-26 


Match length 


127 


% identity 


46 


NCBI Description 


(AL04 9608) hypothetical ] 


Seq. No. 


287790 



40051 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225349_1.R1011 

nbm700473881.hl 

BLASTX 

g2911042 

372 

4.0e-36 

85 

85 

(AL021961) Phosphoglycerate dehydrogenase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 
Contig ID 
5 '-most EST 



287791 

225382_1.R1011 
uwc700153536.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287792 

225388_1.R1011 
vux700160356.hl 



Seq. No, 

Contig ID 
5 '-most EST 



287793 

225404_1.R1011 
uwc700153565.hl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287794 

225518_1.R1011 

pmx700091208.hl 

BLASTX 

g3063446 

410 

2,0e-40 

102 

78 

(AC003981) F22013, 



8 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



287795 

225539_1.R1011 
uwc700!53777.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287796 

225625_1.R1011 
uwc700l'53890.hl 



Seq. No. 

Contig ID 
5 '-most EST 



287797 

225652_1,R1011 
xsy700209651.hl 



Seq, No. 
Contig ID 
5 '-most EST 



287798 

225666_1,R1011 
wev700405013.hl 



Seq. No. 

Contig ID 
5 '-most EST 



287799 

225722_1.R1011 
uwc700l'54026.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287800 

225762_1.R1011 
xjt700093709,hl 



40052 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287801 

225783__1.R1011 

wyr700237240.hl 

BLASTX 

g2130145 

227 

5.0e-19 

87 

55 

seed storage protein opaque-2 - maize >gi_114 4536 
opaque-2 heterodimerizing protein lb [Zea mays] 



(U35063) 



Seq. No. 
Contig ID 
5 '-most EST 



287802 

225791_1.R1011 
uwc700154121.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287803 

225793__1.R1011 

uwc700154123.hl 

BLASTX 

g4455213 

485 

5.0e-49 

126 

74 

(AL035440) glutamine amidotransf erase/cyclase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



287804 

225806_1.R1011 
nbm700474519.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287805 

225822_1.R1011 

xjt700094013,hl 

BLASTN 

g3983662 

34 

l.Oe-09 

94 

84 

Oryza sativa mRNA for importin-betal, 



complete cds 



Seq. No. 
Contig ID 
5 '-most EST 



287806 

225841_1.R1011 
yyf700350345.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287807 

225846_1.R1011 
uwc700154202.hl 



Seq. No. 

Contig ID 
5 '-most EST 



287808 

225888_1.R1011 
gct701175279.hl 



Seq. No. 



287809 



40053 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225903_1.R1011 

uwc700154320.hl 

BLASTX 

g3176686 

445 

2.0e-44 

116 

72 

(AC003671) Similar to high affinity potassium transporter, 
HAKl protein gb_U22945 from Schwanniomyces occidentalis . 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



287810 

225904_1.R1011 
yyf700348995.hl 



Seq. No. 
Contig ID 
.5 '-most EST 



287811 

225923_1.R1011 
uwc700154355.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287812 

226027_1,R1011 
nwy700445843.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287813 

226057_1.R1011 

gwl700613111.hl 

BLASTX 

g3600061 

204 

7.0e-16 

74 

51 

{AF080120) contains similarity to DNA binding proteins 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



287814 

226087_1.R1011 
tbg700930323.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287815 

226233_1.R1011 
vux700162423.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287816 

226267__1.R1011 

wyr700242771.hl 

BLASTX 

g2618691 

140 

7.0e-09 

39 

67 

{AC002510) putative chloroplast envelope Ca2+-ATPase 
[Arabidopsis thaliana] 



Seq. No. 



287817 



40054 



Contig ID 
5 '-most EST 



226278_1,R1011 
tfd700570722.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287818 

226323_1.R1011 
uwc700155004.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 ' -most EST 



287819 

226326_1.R1011 

uwc700155246.hl 

BLASTX 

g3212854 

278 

l.Oe-24 

140 
49 

{AC004005) unknown protein [Arabidopsis thaliana] 
287820 

226355_1.R1011 
uwc700155049.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
'5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



287821 

226402_1.R1011 

nbm700471655.hl 

BLASTX 

g2462749 

256 

2.0e-22 

92 

54 

{AC002292) Putative Serine/Threonine protein kinase 
[Arabidopsis thaliana] 

287822 

226419_1.R1011 
wen700331921,hl 

287823 

226480_1.R1011 

wyr700242540.hl 

BLASTX 

g2094888 

144 

4.0e-09 

34 

71 

Cucumber Basic Protein, A Blue Copper Protein 
287824 

226486_1.R1011 
fwa700097992.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287825 

226489__1.R1011 
uwc700155251.hl 



40055 



Seq. No. 
Contig ID 
5 '-most EST 



287826 

226548_1.R1011 
uwc700155325.hl 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



287827 

226559_1.R1011 

uwc700155341.hl 

BLASTX 

g2465923 

171 

2.0e-12 

74 

47 

{AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

287828 

226629_1.R1011 
uwc700155461.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287829 

226630_1.R1011 
xmt700264463.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287830 

226636__1.R1011 
uwc700155475.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



287831 

226677__1.R1011 

xsy700211695.hl 

BLASTX 

g3980377 

151 

6.0e-10 

53 

55 

{AC004561) unknown protein [Arabidopsis thaliana] 
287832 

226699_1.R1011 

wyr700238589.hl 

BLASTX 

g4490706 

150 

5.0e-10 

43 

65 

(AL035680) putative protein [Arabidopsis thaliana] 
287833 

226723_1.R1011 
uwc700155612.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287834 

226759_1.R1011 
uwc700155658.hl 



40056 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



287835 

226829_1.R1011 

uwc700155758.hl 

BLASTX 

g2853076 

280 

3,0e-25 

70 

76 

{AL021768) putative protein [Arabidopsis thaliana] 
287836 

226851_1.R1011 
uwc700155783.hl 



Seq, No. 
Contig ID 
5 '-most EST 



287837 

226902_1.R1011 
tfd700573637,hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287838 

226911_1.R1011 

wty700167815,hl 

BLASTX 

g3834316 

298 

l.Oe-27 

93 

59 

(AC00567 9) Similar to gb__X16648 pathogenesis related 
protein from Hordeum vulgare. EST gb_Z18206 comes from 
this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



287839 

226946_1.R1011 

uwc700155914,hl 

BLASTX 

g4127346 

222 

3.0e-18 

60 

70 

(AJ010448) glutathione transferase [Alopecurus myosuroides] 
287840 

226955_1.R1011 
nbm700471183.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287841 

227010_1.R1011 
uwc700156031.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



287842 

227035_1.R1011 
tfd700570659.hl 
BLASTX 
gl304599 



40057 



BLAST score 


317 


E value 


4 , Ue-zy 


Match length 




% identity 


45 


NCBI Description 


(U41315) ZNFlz /-Xp [Homo sapiens 


Seq. No. 


287843 


Contig ID 


227128_1.R1011 


5 ' -most EST 


pmx /UUuyXo/o .ni 


Method 


BLASTX 


NCBI GI 


g3540194 


BLAST score 


539 


E value 


3 . Oe-55 


Match length 


134 


% identity 


75 


NCBI Description 


(AC004260) AtVPS45p [Arabidopsis 


Seq. No. 


287844 


Contig ID 


227131 l.RiUll 


5 '-most EST 


2UV700354678 . hi 


Seq. No. 


287845 


Contig ID 


227151_1.R1011 


5 '-most EST 


pmx7000o9128 .nl 


Method 


T> X "71 1^ m \7 

BLASTX 


NCBI GI 


g4415937 


BLAST score 


505 


E value 


2 . Oe-51 


Match length 


124 


% identity 


73 


NCBI Description 


(AC006418) hypothetical protein 


Seq. No. 


287846 


Contig ID 


227213_1 .RlOll 


5 '-most EST 


UWC700156317 .hi 


Seq. No. 


287847 


Contig ID 


227255 1. RlOll 


5 '-most EST 


uwc /UUlDD3/z.nl 


Method 


BLASTX 


NCBI GI 


g4204281 


BLAST score 


199 


E value 


1 . Oe-15 


Match length 


103 


% identity 


42 


NCBI Description 


{AC004146) Hypothetical protein 


Seq. No. 


287848 


Contig ID 


227271 1. RlOll 


5 '-most EST 


xjt700095221.hl 


Seq. No. 




Contig ID 


227290 1. RlOll 


5 '-most EST 


wyr700243910.hl 


Seq. No. 


287850 


Contig ID 


227297_1. RlOll 



40058 



5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



vqh700053175.rl 
287851 

227308_1.R1011 
vqh700053188.rl 

287852 

227422_1.R1011 
xjt700092042.hl 

287853 

227493_1.R1011 
xjt700093015.hl 

287854 

227568_1.R1011 
xjt700092363.hl 

287855 

227617_1.R1011 
xjt700092433.hl 

287856 

227726_1.R1011 
xjt700092584.hl 

287857 

227756_1.R1011 

fdz701160707.hl 

BLASTX 

g4063743 

250 

3.0e-21 

126 

45 

(AC005851) hypothetical protein [Arabidopsis thaliana] 
287858 

227779_1.R1011 

xjt700092655.hl 

BLASTN 

g4519191 

37 

3.0e-ll 

141 

82 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K9P8/ complete sequence 

287859 

227819_1.R1011 
pmx700088835.hl 

287860 

227853_1.R1011 
xjt700092747.hl 



40059 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287861 

227856_1.R1011 
xjt700092751.hl 

287862 

227877_1.R1011 

xmt700261558.hl 

BLASTX 

g629846 

229 

4.0e-19 

46 

100 

initiator-binding protein - maize >gi_483444_emb_CAA55693_ 
(X79086) initiator-binding protein [Zea mays] 

287863 

227880_1.R1011 
xjt700095860.hl 

287864 

227901_1.R1011 

vux700157668.hl 

BLASTX 

g3075398 

460 

6.0e-46 

122 

70 

{AC004484) unknown protein [Arabidopsis thaliana] 
287865 

227926_1.R1011 

pmx700091613.hl 

BLASTX 

gl708191 

277 

l.Oe-24 
77 
61 

HEXOSE CARRIER PROTEIN HEX6 >gi_4 67319 
carrier protein [Ricinus communis] 



(LQ8188) hexose 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



287866 

227930__1.R1011 
hvj700623365.hl 

287867 

227964_1.R1011 
xjt700092901.hl 

287868 

227982_1.R1011 
ymt700221931.hl 

287869 

227985 l.RlOll 



40060 



5 '-most EST 


xjt700092933.hl 


Seq. No. 


O O T O 1 A 


Contig ID 


228059 l.RlOll 


5 '-most EST 


nbm700468835.hl 


Seq. No. 


2o7o /I 


Contig ID 


228066 l.RlOll 


5 '-most EST 


xjt700093044.hl 


beq. No. 


/ O / Z 


Contig ID 


ZZoU/U I.KIUIX 


5 ' -most EST 


nom / UU4 / lb44i . ni 


Seq. No. 


o o n O 1 o 


Contig ID 


zZoUyi l.KlUll 


C T r«rti-M4- TOT' 
D —most £jbl 


„^ j_ 7fifl A QonT Q hi 
XJU / UUUr?OU / O .IIJ- 


Method 


BLAST A 


NCBI GI 


g4512122 


BLAST score 


145 


E value 


1 . ue— iz 


Match length 


o o 
00 


% identity 


43 


NCBI Description 


(AF131219) chorismate mutase 3 [Arabidopsis thaliana] 


Seq. No. 


287874 


Contig ID 


zZoUyo i.RlUll 


5 '-most EST 


bdu700382219 .hi 


Seq. No. 


O O T O 1? c 


Contig ID 


ZZollO l.KlUll 


0 -mosr iioi 


gwx /uuoij/o4. n± 


Method 


■n T TV cmv 

BLASTX 


NCBI GI 


g2780192 


BLAST score 


265 


E value 


z , ue-zo 


Match length 


lUo 


% identity 




NCBI Description 


(AJzZZ / lo) unnamed prorem prociucu [HraDiaopsis tnci-Lxciiicij 


Seq. No. 


O O T O ^7 ^ 


Contig ID 


ZZoloU l.RlUll 


o —most jijbi 


xsy /uuzx /^oD.nx 


Method 


BLASTX 


NCBI GI 


g4oDoz / 


BLAST score 


177 


E value 


2.0e-23 


Match length 


72 


% identity 


bz 


NCBI Description 


translation elongation factor Tu.B precursor/ chloroplast 




wood tobacco 


Seq. No. 


287877 


Contig ID 


228142 l.RlOll 


5 '-most EST 


xmt700265955.hl 



Seq. No. 287878 



40061 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228150_1,R1011 

xjt700093162.hl 

BLASTX 

g3874563 

206 

2.0e-16 

98 
45 

(Z81042) similar to Yeast hypothetical protein YEY6 like; 
cDNA EST yk206h5.3 comes from this gene; cDNA EST yk206h5.5 
comes from this gene; cDNA EST yk303hl.3 comes from this 
gene; cDNA EST yk303hl.5 comes from this gene; cDNA ... 
>gi_3924825__emb_CAB0554 9_ (Z83113) similar to Yeast 
hypothetical protein YEY6 like; cDNA EST yk206h5.3 comes 
from this gene; cDNA EST yk206h5.5 comes from this gene; 
cDNA EST yk303hl.3 comes from this gene; cDNA EST yk303hl.5 
comes from this gene; cDNA 



Seq, No. 


287879 


Contig ID 


228189 l.RlOll 


5 '-most EST 


xjt700093220.hl 


Seq. No. 


287880 


Contig ID 


228198 l.RlOll 


5 '-most EST 


xjt700093241.hl 


Method 


BLASTX 


NCBI GI 


g529707 


BLAST score 


178 


E value 


4.0e-13 


Match length 


98 


% identity 


37 


NCBI Description 


(U13070) No definition 


Seq. No. 


287881 


Contig ID 


228238 l.RlOll 


5 '-most EST 


xjt700093358.hl 


Seq. No. 


287882 


Contig ID 


228281 l.RlOll 


5 '-most EST 


xjt700093414.hl 


Method 


BLASTX 


NCBI GI 


g2708741 


BLAST score 


378 


E value 


l,0e-36 


Match length 


101 


% identity 


70 


NCBI Description 


{AC003952) hypothetica 


Seq. No. 


287883 


Contig ID 


228290 l.RlOll 


5 '-most EST 


xjt700095090.hl 


Method 


BLASTX 


NCBI GI 


g3522942 


BLAST score 


368 


E value 


8.0e-47 


Match length 


148 


% identity 


60 



40062 



9 



NCBI Description (AC004411) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



287884 

228322_1.R1011 

wty700164568.hl 

BLASTX 

g2244831 

352 

l.Oe-33 

101 

68 

{Z97337) hypothetical protein [Arabidopsis thaliana] 
287885 

228335_1.R1011 

xyt700345255.hl 

BLASTX 

g2739371 

473 

2.0e-47 

160 

58 

{AC002505) unknown protein [Arabidopsis thaliana] 
287886 

228360__1.R1011 
xjt700093518.hl 

287887 

228390_1.R1011 

pmx700090215.hl 

BLASTN 

g22229 

250 

l.Oe-138 
313 

95 . 
Z.mays cab-m7 gene for light harvesting chlorophyll a/b 

binding protein 
287888 

228391_1.R1011 

hvj700622904.hl 

BLASTX 

g4585991 

384 

l.Oe-60 

171 

66 

(AC005287) very similar to mouse Dhml and Dhm2 [Arabidopsis 
thaliana] 

287889 

228460_1.R1011 
xsy700209652.hl 



Seq, No. 



287890 



40063 



Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



228578_1.R1011 
xjt700093850.hl 

287891 

228590_1.R1011 
xjt700095514.hl 

287892 

228598_1.R1011 
xjt700093874.hl 

287893 

228602_1.R1011 

xjt700093880.hl 

BLASTX 

g2392895 

235 

6.0e-20 

89 

56 

(AF017056) brassinosteroid insensitive 1 [Arabidopsis 
thaliana] 

287894 

228608_1.R1011 
xjt700093886.hl 

287895 

228611_1.R1011 
xjt700093891.hl 

287896 

228616_1.R1011 

xmt700267184.hl 

BLASTX 

g3334141 

169 

3.0e-12 

42 

69 

CENTROMERE/MICROTUBULE BINDING PROTEIN CBF5 
(CENTROMERE-BINDING FACTOR 5) (NUCLEOLAR PROTEIN CBF5) 
>gi_2737890 (U59149) nucleolar protein CaCbfSp [Candida 
albicans] 

287897 

228623_1.R1011 
xsy700209496.hl 

287898 

228662_1.R1011 

xsy700210863.hl 

BLASTX 

g218179 

245 

l,0e-34 
98 



40064 



% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



73 

{D10207) H-ATPase [Oryza sativa] >gi_444339_prf 1906387A H 

ATPase [Oryza sativa] 

287899 

228690_1.R1011 

xyt700346957.hl 

BLASTX 

g3645898 

233 

l.Oe-19 
86 

52 . . 

{U68408) in- frame stop codon; possibly a post-transposition 

mutation [Zea mays] 



Seq. No. 


(->i O T A 

287900 


Contig ID 


ZZo iV 1 i . KlUll 


5 '-most EST 


X3t700094029 .hi 


Method 


BLASTX 


NCBI GI 


g2130136 


BLAST scpre 


373 


E value 


5 . Oe-38 


Match length 


95 


% identity 


75 


NCBI Description 


homeotic protein Hox2b - maize 


Seq. No. 


287901 


Contig ID 


228719_1.R1011 


5 '-most EST 


xsy70021151o . nl 


Seq. No. 


287902 


Contig ID 


228728_1 . RlOll 


5 '-most EST 


xjt700094053,hl 


Method 


BLASTX 


NCBI GI 


gl001708 


BLAST score 


325 


E value 


2.0e-30 


Match length 


108 


% identity 


56 


NCBI Description 


{D64004) NifS [Synechocystis sp.] 


Seq. No. 


287903 


Contig ID 


228779 1. RlOll 


5 '-most EST 


xjt700094130.hl 


Seq. No. 


287904 


Contig ID 


228810 1. RlOll 


5 '-most EST 


zuv700354902.hl 


Method 


BLASTX 


NCBI GI 


g461451 


BLAST score 


300 


E value 


2.0e-27 


Match length 


57 


% identity 


98 


NCBI Description 


AUXIN-BINDING PROTEIN 4 PRECURSOR (ABP) 



>gi_418698_pir B43033 auxin-binding protein 4 precursor 



40065 




maize >gi_168399 (L08426) auxin-binding protein [Zea mays] 
>gi_442526_bbs_139535 {S66813) ZmERabp4=auxin-binding 
protein [Zea mays=corn, seedling. Peptide, 204 aa] [Zea 
mays] 



Seg. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287905 

228842_1.R1011 

wyr700242461.hl 

BLASTX 

gl764100 

323 

4.0e-30 

100 

67 

{U81805) GDP-D-mannose-4, 6-dehydratase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



287906 

228936__1.R1011 
fwa700100938.hl 



Seq. No, 
Contig ID 
5 '-most EST 

"Seq. No, 
Contig ID 
5 '-most EST 



287907 

228975_1.R1011 
uer700579617.hl 

287908 

229023_1.R1011 
xjt700094511.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287909 

229034_1,R1011 

xjt700094524.hl 

BLASTX 

g3025189 

386 

2.0e-37 

133 

55 

HYPOTHETICAL 67.1 KD PROTEIN SLL1770 

>gi_1652753_dbj_BAA17672_ (D90908) ABCl-like [Synechocystis 
sp.] 



Seq. No. 


287910 


Contig ID 


229041 l.RlOll 


5 '-most EST 


xjt700094532.hl 


Seq, No. 


287911 


Contig ID 


229052 l.RlOll 


5 '-most EST 


xjt700094544.hl 


Seq, No. 


287912 


Contig ID 


229071 l.RlOll 


5 '-most EST 


xjt700094570.hl 


Seq. No, 


287913 


Contig ID 


229104 l.RlOll 


5 '-most EST 


xjt700094615,hl 



40066 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3769431 

293 

l,0e-164 

329 

97 

Zea mays RNA polymerase sigma factor 2 (sig2) mRNA, nuclear 
itiRNA encoding chloroplast protein, partial cds 





Seq. No* 


287914 




Contig ID 


229106_1 . RlUll 




5 '-most EST 


iiDS / uilozyix.ni 




Seq. No. 


287915 




Contig ID 


zz91oO l.KlUXi 




5 '-most EST 


r% A n O ^ QO O "K 1 

pXCiX / UUUo4yz^i. ni 




Method 


BLASTX 




NCBI GI 


gl495366 




BLAST score 


271 




E value 


6.0e-24 




Match length 


122 




% identity 


48 




NCBI Description 


(Z69370) nitrite transporte 




Seq. No. 


287916 




Contig ID 


229193 l.RlOll 




5 '-most EST 


xjt700094768.hl 




Seq. No. 


287917 




Contig ID 


229202 l.RlOll 




5 '-most EST 


xjt700094782.hl 




Method 


BLASTX 




NCBI GI 


g3176686 




BLAST score 


196 




E value 


4.0e-28 




Match length 


108 




% identity 


54'^ 




NCBI Description 


{AC003671) Similar to high 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287918 

229209_1.R1011 
xjt700094793.hl 

287919 

229259_1.R1011 

nbm700475890.hl 

BLASTX 

gl710807 

417 

7.0e-41 

164 

50 

RUBISCO SUBUNIT BINDING-PROTEIN ALPHA SUBUNIT PRECURSOR (60 
KD CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) >gi_1185390 
{U21105) alphacpn60 [Pisum sativum] 



40067 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287920 

229261_1.R1011 

nbm700471053.hl 

BLASTX 

g2340108 

558 

3,0e-92 

168 

95 

{U65948) starch branching enzyme Ila [Zea mays] 



Seq. No. 
Contig ID 
5 '-most EST 



287921 

229270_1.R1011 
rvt700550167.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287922 

229275_1.R1011 
wen700336253.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

By^T score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



287923 

229458_1.R1011 

nbm700473878.hl 

BLASTX 

gll67982 

252 

8.0e-22 

107 

51 

(U43892) ABC transporter- 



•7 [Mus musculus] 



287924 

229464_1.R1011 

xjt700095133.hl 

BLASTX 

g3075397 

401 

6.0e-39 

163 

51 

(AC004484) hypothetical protein [Arabidopsis thaliana] 
287925 

229520_1.R1011 
xsy700212808.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287926 

229539_1.R1011 
ceu700423673.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



287927 

229542__1.R1011 

wty700172593,hl 

BLASTX 

gl353193 

309 

3.0e-28 



40068 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



127 
52 

0-METHYLTRANSFERASE ZRP4 (OMT) >gi_54218 6_pir JQ2268 

0-methyltransferase (EC 2.1.1.-) - maize >gi_404070 
{L14063) 0-methyltransferase [Zea mays] 

287928 

229600_1.R1011 
xjt70Q095331.hl 

287929 

229650_1.R1011 

xjt700095394.hl 

BLASTX 

g2244790 

360 

2.0e-34 

108 

71 

(Z97336) kinesin homolog [Arabidopsis thaliana] 
287930 

229667_1.R1011 

xjt700095429.hl 

BLASTX 

g3047108 

179 

6.0e-13 

53 
72 

{AF058919) No definition line found [Arabidopsis thaliana] 
287931 

229707_1.R1011 
fwa700101143.hl 

287932 

229716_2.R1011 
ymt700221350.hl 

287933 

229836_1.R1011 
xjt700096163.hl 

287934 

229870_1.R1011 

vmj700053736.rl 

BLASTX 

g4587595 

234 

l.Oe-19 

67 

61 

(AC006951) putative proline-rich protein APG [Arabidopsis 
thaliana] 



Seq. No. 



287935 



40069 



Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
.5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



229881_1.R1011 
xjt700095717.hl 

287936 

229883_1.R1011 
xjt700095719.hl 

287937 

229884_1.R1011 
xjt700095722.hl 

287938 

229897_1.R1011 
rvl700455833.hl 

287939 

229904_1,R1011 
xjt700095746.hl 

287940 

229905_1.R1011 
xjt700095747.hl 

287941 

229971_1.R1011 
xmt700256786.hl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287942 

230036_1.R1011 

ymt700223540.hl 

BLASTX 

g4314378 

148 

2.0e-09 

55 

45 

(AC006232) putative lipase' [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287943 

230045_1.R1011 

xjt700095932.hl 

BLASTX 

g4115384 

228 

5.0e-19 

51 

82 

(AC005967) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



287944 

230070_1.R1011 

ceu700429242.hl 

BLASTX 

gl888357 

429 

l.Oe-42 
106 



40070 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method ^ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

M.atch length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



72 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_i^ 9015 4_emb_CAA7 243 2_ (Y11767) alpha -manno s idase 
precursor [Arabidopsis thaliana] 

287945 

230125_1.R1011 

vux700161055.hl 

BLASTX 

g538502 

370 

8.0e-49 

136 

73 

(L36231) peroxidase [Stylosanthes humilis] 
287946 

230143_1.R1011 

xjt700096061.hl 

BLASTX 

gl617206 

197 

2.0e-15 

88 
51 

(Z72489) CP12 [Pisum sativum] 
287947 

230183_1.R1011 
xjt700096111.hl 

287948 

230213_1.R1011 
ymt700223294.hl 

287949 

230226_1.R1011 

nbm700472344.hl 

BLASTX 

g2134102 

171 

l.Oe-12 

47 

74 

kinesin-like protein 1 - African clawed frog 
>gi_562793_emb_CAA57539_ (X82012) kinesin-like protein 1 
[Xenopus laevis] 

287950 

230234_1.R1011 
xjt700096182.hl 

287951 

230244_1.R1011 
vux700160988.hl 



Seq. No. 



287952 



40071 



Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



230347_1.R1011 
xmt700258963.hl 

287953 

230417_1.R1011 

xjt700096446.hl 

BLASTX 

g4529972 

149 

l.Oe-09 

110 

38 

(AC002330) putative chloroplast outer envelope 86-like 
protein [Arabidopsis thaliana] 

287954 

230421_1,R1011 
xjt700096505.hl 

287955 

230433_1.R1011 
wyr700238243.hl 

287956 

230450__1,R1011 
xjt700096541.hl 

287957 

230457__1.R1011 

gct701175394.hl 

BLASTX 

g2642158 

155 

3.0e-18 

165 

39 

{AG003000) hypothetical protein [Arabidopsis thaliana] 
287958 

230476_1.R1011 

xjt700096586.hl 

BLASTX 

g4544451 

193 

6.0e-15 

62 

58 

{AC006592) unknown protein [Arabidopsis thaliana] 
287959 

230527_1,R1011 

xjt700096653,hl 

BLASTX 

g3617837 

568 

9,0e-59 
123 



40072 



• 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45 

(AF035820) gibberellin action negative regulator SPY 
[Hordeum vulgare] 

287960 

230593_1.R1011 

xjt700096733.hl 

BLASTX 

g3005983 

326 

2.0e-30 

88 
69 

(Y14387) lycopene epsilon-cyclase [Lycopersicon esculentum] 
287961 

230596_1.R1011 

xjt700096737.hl 

BLASTX 

g2674203 

352 

l.Oe-33 

94 

70 

(AF036328) CLP protease regulatory subunit CLPX 
[Arabidopsis thaliana] 



Seq. No. 


287962 


Contig ID 


230606 l.RlOll 


5 '-most EST 


pmx700090054.hl 


Method 


BLASTX 


NCBI GI 


g4263510 


BLAST score 


146 


E value 


3.0e-09 


Match length 


81 


% identity 


40 


NCBI Description 


(AC004044) hypothetical protei 


Seq. No. 


287963 


Contig ID 


230608 l.RlOll 


5 '-most EST 


xjt700096759.hl 


Seq. No. 


287964 


Contig ID 


230634 l.RlOll 


5 '-most EST 


hbs701182515.hl 


Method 


BLASTX 


NCBI GI 


g2842490 


BLAST score 


308 


E value 


3.0e-28 


Match length 


66 


% identity 


86 


NCBI Description 


(AL021749) heat-shock protein 


Seq. No. 


287965 


Contig ID 


230650 l.RlOll 


5 '-most EST 


xjt700096796.hl 



40073 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



287966 

230669_1.R1011 
xjt700096835.hl 

287967 

230722_1.R1011 

pmx700081940.hl 

BLASTN 

g3821780 

36 

l.Oe-10 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
287968 

230784_1.R1011 

fdz701163326,hl 

BLASTX 

g3402713 

224 

4.0e-18 

58 
72 

{AC004261) hypothetical protein [Arabidopsis thaliana] 
287969 

230789_1.R1011 
fwa700097007.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287970 

230822_1.R1011 
fwa700097046.hl 



Seq. No. 
Contig ID 
5 '-most EST, 



287971 

230824_1.R1011 
fwa700097050.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287972 

230833_1.R1011 
fwa700097063.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



287973 

230846__1.R1011 

fwa700101131.hl 

BLASTX 

g3025189 

368 

4.0e-35 

125 

54 

HYPOTHETICAL 67.1 KD PROTEIN SLL1770 
>gi_1652753_dbj_BAA17672__ (D90908) ABCl-like 
sp, ] 

287974 

230858 l.RlOll 



[ Synechocys t is 



40074 



5 '-most EST 



xsy700210768.hl 



Seq, No. 
Contig ID 
5 '-most EST 



287975 

230868_1.R1011 
fwa700097119.hl 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287976 

230872__1.R1011 
nwy700444451.hl 

287977 

230886__1.R1011 

uer700577758.hl 

BLASTX 

g4559369 

278 

3.0e-25 

76 
70 

(AC006585) putative Rieske iron-sulfur protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



287978 

230951_1.R1011 
fwa700097239.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



287979 

230969_1.R1011 

fwa700097265.hl 

BLASTX 

g4559380 

321 

6.0e-30 

101 

58 

(AC0"06526) putative auxin-responsive GH3 protein 
[Arabidopsis thaliana] 

287980 

231016__1.R1011 
fwa700097324.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



287981 

231083_1.R1011 

fwa700097406.hl 

BLASTN 

g3821780 

36 

8.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
287982 

231084_1.R1011 

yyf700348137.hl 

BLASTX 



40075 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4127346 
419 

3,0e-41 

111 

69 

(AJ010448) glutathione transferase [Alopecurus myosuroides] 



Seq. No. 
Contig ID 
5 '-most EST 



287983 

231087_1.R1011 
fwa700097411.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287984 

231103_1.R1011 
fwa700097435.hl 



Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
'NCBI Description 



287985 

231105_1.R1011 

fwa700101415.hl 

BLASTX 

gl345838 

1021 

l.Oe-121 

216 

100 

PHYTOENE DEHYDROGENASE PRECURSOR (PHYTOENE DESATURASE) 

>gi_2130143_pir S65060 phytoene desaturase precursor - 

maize >gi_1051180 (U37285) phytoene desaturase [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287986 

231185_1.R1011 

fwa700097555.hl 

BLASTX 

g3258570 

189 

2,0e-17 

121 

53 

(U89959) Unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



287987 

231248_1.R1011 
xsy700212862.hl 



Seq, No. 
Contig ID 
5 '-most EST 



287988 

231264_1.R1011 
fwa700097671.hl 



Seq. No. 
Contig ID 
5 '-most EST 



287989 

231325^1. RlOll 
fwa700097756.hl 



Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST -score 



287990 

231330_1.R1011 

pmx700087925.hl 

BLASTX 

g4468992 

443 



40076 



E value 


6 . Oe-44 


Match length 


151 


% identity 


60 


NCBI Description 


(AL035605) putative protein [Arabidopsis thaliana] 


Seq. No. 


o T 1 

287991 


Contig ID 


231346 l.RlOll 


5 '-most EST 


fwa7 0009778 4 .hi 


Seq. No. 


287992 


Contig ID 


231379 l.RlOll 


5 '-most EST 


nwy7004439D2 .hi 


Method 


BLASTX 


NCBI GI 


g4490748 


BLAST score 


159 


E value 


2 . Oe-11 


Match length 


36 


% identity 


83 


NCBI Description 


{AL035708) putative protein [Arabidopsis thaliana] 


Seq. No. 


287993 


Contig ID 


231392 l.RlOll 


5 '-most EST 


fwa700097860 .hi 


Method 


BLASTX 


NCBI GI 


g2492514 


BLAST score 


410 


E value 


4.0e-40 


Match length 


146 


% identity 


61 


NCBI Description 


CELL DIVISION PROTEIN FTSH HOMOLOG PRECURSOR 


>gi_1483215_emb_CAA68141_ (X99808) chloroplast FtsH 




protease [Arabidopsis thaliana] 


Seq- No. 


287994 


Contig ID 


231485_1 .RlOll 


5 '-most EST 


wty7 001 63202 .hi 


Method 


BLI^STX 


NCBI GI 


g3004555 


BLAST score 


215 


E value 


2.0e-17 


Match length 


114 


% identity 


13 


NCBI Description 


(AC003673) similar to salt inducible protein [Arabi 




thaliana] 


Seq. No. 


287995 


Contig ID 


231499__1. RlOll 


5 '-most EST 


ymt700221550 .h2 


Method 


BLASTX 


NCBI GI 


gl805654 


BLAST score 


315 


E value 


9.0e-33 


Match length 


102 


% identity 


63 


NCBI Description 


(X99972) calmodulin-stimulated calcixam-ATPase [Bras 




oleracea] 



40077 



Seq. No. 
Contig ID 
5 "-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



• 



287996 

231507_1.R1011 
pmx700087112.hl 

287997 

231516_1.R1011 
fwa700098746.hl 

2879^8 

231546__1.R1011 
fwa700098060.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



287999 

231573_1.R1011 
fwa700098106.hl 

288000 

231591_1.R1011 

fwa700098130.hl 

BLASTX 

g2827039 

374 

6.0e-36 

134 

57 

{AF008444) chloroplast processing enzyme [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288001 

231634_1.R1011 

fwa700098196.hl 

BLASTX 

g4507079 

146 

5.0e-09 

116 

33 

SWI/SNF related, matrix associated, 
regulator of chromatin, subfamily c, 



actin dependent 
member 1 >gi_ 1549239 



(U66615) SWI/SNF complex 155 KDa subunit [Homo sapiens] 



Seq. No. 
Contig ID 
5 '-most EST 



288002 

231670_1.R1011 
fwa700101276.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288003 

231737_1.R1011 
zuv700352747.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288004 

231804_1.R1011 
fwa700098541.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288005 

231856_1.R1011 
ceu700429746.hl 



40078 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288006 

231873_1.R1011 

fwa700098715.hl 

BLASTX 

g2384956 

240 

6.0e-20 

160 

38 

(AF022985) No definition line found [Caenorhabditis 
elegans] 



Seq. No. 
Contig ID 
5 '-most EST 



288007 

231978_1.R1011 
fwa700098847.hl 



Seq. No, 
Contig ID 
5* -most EST 



288008 

232014_1.R1011 
fwa700099058.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288009 

232020_2.R1011 
uer700583867.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288010 

232025_1.R1011 

tfd700573296.hl 

BLASTX 

g2760837 

151 

9.0e-10 

115 
31 

{AC003105) putative cytochrome P450 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



288011 

232054_1.R1011 
fwa700098953,hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288012 

232058_1.R1011 

ymt700219521.hl 

BLASTX 

g2500139 

404 

2.0e-39 

127 

60 

PEPTIDE CHAIN RELEASE FACTOR 1 (RF-1) 

>gi_1653916_dbj_BAA18826_ (D90917) peptide chain release 
factor [Synechocystis sp.] 



Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



288013 

232078_1.R1011 
fdz701166822.hl 
BLASTX 
g4572671 



40079 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



643 

2.08-67 

144 

86 

{AC006954) putative cyclic nucleotide regulated ion channel 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



288014 

232110_1.R1011 
tfd700569295.h2 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288015 

232114_1.R1011 

fwa700099032.hl 

BLASTX 

g2864602 

443 

4.0e-44 

115 

71 

{Y12071) thylakoid lumen rotamase [Spinacia oleracea] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288016 

232191_1.R1011 

xsy700213856.hl 

BLASTX 

g4204297 

206 

2.0e-17 

69 

64 

(AC003027) ADKl 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288017 

232272_1.R1011 

fwa700099326.hl 

BLASTX 

g3789954 

372 

l.Oe-47 

99 

94 

{AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288018 

232329_1.R1011 

fwa700099392.hl 

BLASTX 

g2760327 

522 

2.0e-53 

120 

57 

{AC002130) E'1N21, 



12 [Arabidopsis thaliana] 



Seq. No. 



288019 



40080 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232394^1, RlOll 

fwa700099496.hl 

BLASTX 

g2583127 

482 

l.Oe-48 

114 

80 

(AC002387) putative sialoglycoprotease [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



288020 

232396_1.R1011 
fwa700099503.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288021 

232426_1.R1011 
fwa700099545.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 



288022 

232429_1.R1011 

xsy700208077.hl 

BLASTX 

g4336608 

751 

4.0e-80 

145 

100 

{AF099111) Sigma factor; Sig2 [Zea mays] 
288023 

232433_1.R1011 
fwa700099560,hl 



Seq. No. 
Contig ID 
5 '-most EST 



288024 

232454_1,R1011 
fwa700099595.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288025 

232495_1.R1011 
pmx700090123.hl 

288026 

232507_1.R1011 
mwy700440496.hl 

288027 

232528_1.R1011 

pwr700452529.hl 

BLASTX 

g3860266 

145 

4.0e-09 

102 

39 

(AC005824 ) -hypothetical protein [Arabidopsis thaliana] 



40081 



Seq. No. 
Contig ID 
5 '-most EST 

Seq* No. 
Contig ID 
5 '-most EST 



288028 

232593_1.R1011 
pmx700083336.hl 

288029 

232601_1.R1011 
fwa700099824.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288030 

232604_1.R1011 
fwa700099828.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



288031 

232631^1. RlOll 

wty700171728.hl 

BLASTX 

g4455180 

770 

4.0e-82 

198 

74 

(AL035521) putative protein [Arabidopsis thaliana] 
288032 

232637_1.R1011 

rvt700553094.hl 

BLASTX 

g4416301 

386 

8.0e-39 

143 

66 

(AF105716) gag protein [Zea mays] 
288033 

232638_1.R1011 

fwa700099876.hl 

BLASTN 

g2463510 

342 

O.Oe+00 

425 

39 

Z.mays small nuclear RNA genes snoRl.l, snoR2.2, snoR3.2, 
U14.1a, U14.1b, U14,lc and U14.1d 

288034 

232649_1.R1011 
fwa700099892.hl 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 ' -most EST 



288035 

232663_1.R1011 
ymt700223605.hl 

288036 

232678_1.R1011 
wty700166073.hl 



40082 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288037 

232708_1.R1011 

fwa700099970.hl 

BLASTX 

g3004565 

328 

4.0e-40 

121 

69 

(AC003673) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



288038 

232834_1.R1011 
fwa700100274.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288039 

232849_1.R1011 

xsy700210331.hl 

BLASTX 

g2245004 

183 

9,0e-14 

94 

40 

{Z97341) similarity to membrane transport protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



288040 

232949_1.R1011 
fwa700100443.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288041 

233002_1.R1011 

fwa700100523.hl 

BLASTX 

g3152568 

224 

2.0e-18 

108 

53 

{AC002986) Similar to hypothetical protein product 
gb_Z97337 from A. thaliana. EST gb_H76597 comes from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288042 

233003_1.R1011 

fwa700100524.hl 

BLASTX 

g3176874 

314 

4.0e-29 

91 

66 

(AF065639) cucumi sin- like serine protease [Arabidopsis 
thaliana] 



40083 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



288043 

233054_1.R1011 
nbm700464908.hl 

288044 

233120_1.R1011 
fwa700100705.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



288045 

233151_1.R1011 

fwa700100759.hl 

BLASTX 

g2598569 

184 

6.0e-14 

94 

44 

(Y15290) putative start codon [Medicago truncatula] 
288046 

233236_1.R1011 

nbm700470276.hl 

BLASTX 

g3482978 

216 

2,0e-17 

100 

53 

(AL031369) putative protein [Arabidopsis thaliana] 
288047 

233288_1.R1011 

fwa700100959.hl 

BLASTX 

g2275199 

172 

2,0e-12 

108 

43 

(AC002337) hypothetical protein [Arabidopsis thaliana] 
288048 

233318__1.R1011 
wen700335116.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



288049 

233340_1.R1011 
fwa700101043,hl 

288050 

233369_1.R1011 

fwa700101094.hl 

BLASTX 

g3176667 

259 

2.0e-22 
144 



40084 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



42 

(AC004393) Similar to hypothetical 41.9KD protein 
gb_1001369 from sequence of Synechocystis sp. gb_D64006. 
[Arabidopsis thaliana] 

288051 

233455_1.R1011 

uer700577560.hl 

BLASTX 

g4586253 

269 

8.0e-24 

67 

69 

{AL049640) auxilin-like protein [Arabidopsis thaliana] 
288052 

233618_1.R1011 
zuv700352657.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



288053 

233701_1,R1011 
dyk700102684.hl 

288054 

233725_1.R1011 
pwr700452101.hl 

288055 

233726__1.R1011 
fwa700101595.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288056 

233749_1.R1011 
xmt700265178.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288057 

233891_1.R1011 
fwa700101841.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq« No. 
Contig ID 



288058 

233949___1.R1011 
xsy700208380.hl 

288059 

233990_1.R1011 

ymt700222806.hl 

BLASTX 

gl255425 

146 

5.0e-09 

177 

23 

(U53154) No definition line found [Caenorhabditis elegans] 
288060 

234097 l.RlOll 



40085 



5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



lhp700053443.rl 
288061 

234120_1.R1011 
xmt700263004.hl 

288062 

234166^1. RlOll 

dyk700102034.hl 

BLASTX 

g2618699 

176 

9.0e-13 

96 

36 

(AC002510) unknown protein [Arabidopsis thaliana] 
288063 

234195_1.R1011 
dyk700105164.hl 

288064 

234227_1.R1011 

hvj700620119.hl 

BLASTX 

g283004 

251 

2.0e-23 

91 

39 

DNA-binding protein Gt-2 - rice >gi_2024 9_emb_CAA48328_ 
(X68261) gt-2 [Oryza sativa] 



Seq. No. 


288065 


Contig ID 


234263 l.RlOll 


5 '-most EST 


nbm700468318.hl 


Seq. No. 


288066 


Contig ID 


234271 l.RlOll 


5 '-most EST 


wyr700241978.hl 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


48 


% identity 


67 


NCBI Description 


Xenopus laevis 


Seq. No. 


288067 


Contig ID 


234275 l.RlOll 


5 '-most EST 


dyk700103736.hl 


Method 


BLASTX 


NCBI GI 


g4204912 


BLAST score 


466 


E value 


8.0e-47 


Match length 


106 


% identity 


84 



40086 



# 



NCBI Description (U58918) MEK kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288068 

234285__1.R1011 

dyk700102190.hl 

BLASTX 

g2129581 

549 

2.0e-56 

151 
73 

envelope Ca2+-ATPase precursor - Arabidopsis thaliana 
>gi_471089_dbj_BAA03091_ (D13984) chloroplast envelope 
Ca2+-ATPase precursor [Arabidopsis thaliana] 
>gi_4165448_einb_CAA4 9558_ {X69940) envelope Ca2+-ATPase 
[Arabidopsis thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288069 

234302_1.R1011 

dyk700102464,hl 

BLASTX 

g2655098 

174 

6.0e-13 

102 

48 

(AF023472) peptide transporter [Hordeum vulgare] 



Seq. No. 

Contig ID 
5 '-most EST 



288070 

234364_1.R1011 
dyk700102311.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288071 

234372_1.R1011 

wyr700238918.hl 

BLASTX 

g4220608 

303 

9.0e-28 

75 

81 

(AB019525) nicotianamine synthase 7 



[Hordeum vulgare] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288072 

234372_2.R1011 

dyk700102320.hl 

BLASTX 

g4220608 

262 

5.0e-23 

69 

77 

(AB019525) nicotianamine synthase 7 



[Hordeum vulgare] 



Seq. No. 
Contig ID 
5 '-most EST 



288073 

234372_3.R1011 
wyr700242550.hl 



40087 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4586378 

157 

2.0e-22 

79 

69 

(AB021746) 



nicotianamine synthase 1 [Oryza sativa] 



288074 

234395_1.R1011 
tfd700569126.hl 

288075 

234399_1.R1011 

wyr700237418.hl 

BLASTN 

g984040 

33 

4.0e-09 

57 
89 

Rice mRNA for EL3 gene, complete cds 
288076 

234431_1.R1011 
ymt7G0221890.hl 

288077 

234505_1.R1011 

dyk700102505.hl 

BLASTX 

g3063710 

149 

l.Oe-09 

55 

53 

(AL022537) putative protein [Arabidopsis thaliana] 
288078 

234545_1.R1011 
dyk700102555.hl 

288079 

234771__1.R1011 
gct701178974.hl 

288080 

234776_1.R1011 

wyr700239429.hl 

BLASTX 

g2130080 

377 

2.Qe-36 

95 

77 

Nrampl protein - rice >gi_1470320_bbs_177441 {S81897) 
OsNrampl=Nrampl homolog/Bcg product homolog [Oryza sativa. 



40088 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI G.I 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



indica, cv. IR 36, etiolated shoots. Peptide, 517 aa] 
[Oryza sativa] >gi_2231132 (L41217) integral membrane 
protein [Oryza sativa] 

288081 

234814_1.R1011 
dyk700102914.hl 



protein [Zea mays] 



288082 

234837_1.R1011 
dyk700102941.hl 

288083 

234859_1.R1011 
wyr700240324.hl 

288084 

234902_1.R1011 

dyk700103038,hl 

BLASTX 

g4468798 

169 

3.0e-26 

119 

57 

(AJ010440) GST7 
288085 

234981_1.R1011 
dyk700103147.hl 



288086 

234987_1.R1011 

dyk700103157.hl 

BLASTX 

g4127781 

489 

3,0e-49 

165 

32 

{AJ012588) Notchless protein [Drosophila melanogaster ] 
288087 

234 999_1.R1011 
dyk700103172.hl 

288088 

235009_1.R1011 

dyk700103185,hl 

BLASTX 

g3941480 

192 

8.0e-15 

48 
77 

{AF062894) putative transcription factor [Arabidopsis 
thaliana] 



40089 



Seq. No, 


O Q Q n Q Q 


uonL.ig lU 




0 -most: iLbi 


pwr / uu^4y*iou .n± 


Method 




NCBI GI 


g2673911 


BLAST score 


155 


E value 


z . ue xu 


Match length 


o J 


-6 Identity 




NCBI Description 


(ACuUiObiJ putatiive squamosa— promoter Dinaing proue 




[AraDiuopsis L.na±ianaj 


Seq, No. 


ooQ n on 


Contig ID 


ZoDUdU l.KlUll 


C 1 Trt /-V i-i 4- TOT' 

D -ruosr i 


QyK /UUXUjZOZ .XiX 


Method 


BLASTX 


NCBI GI 


g2244785 


BLAST score 


OO / 


E value 


y . ue— 


Match length 


91 


% identity 


67 


NCBI Description 


(Ziy/jJO; nypouneT,ica± prouem tiiraDio-opoxiD Liicixxciiia. 


Seq. No. 


zoouyi 


Contig ID 


zibllo i.RlUix 


5 -most EST 


dyjc / uuiuoyoD.nx 


Seq. No. 


O Q O A fi O 


uonrig lu 


9'5E:if;Cl 1 pinii 
ZODloy X.KXUXX 


5 '-most EST 


ceu /UU4 o4u4Z . nl 


Method 


BLASTX 


NCBI GI 


g4006908 


BLAST score 


14 0 


E value 


0 . ue— uy 


Matcn lengtn 


XD4 


% identity 


25 


NCBI Description 


^^yy/uoj punauive proi-ein [/iraDxaopsxs Liicixxciiicij 


Seq. No. 


0 fl 0 A A 0 


Contig ID 


ZooZUO l.KlUxl 


5 '-most EST 


ayK /UUiUo444. ni 


Method 


BLASTX 


NCBI GI 


g3540195 


BLAST score 


"3 0 T 
OZ / 


E value 


z . ue- JU 


Match length 


137 


% identity 


23 


NCBI Description 


(ACuU4ZoU} unKnown protein [AraDiuopsis unaxianaj 


oeq. NO, 


zoou y 4 


Contig ID 


235223 l.RlOll 


5 '-most EST 


dyk700103465.hl 


Seq. No. 


288095 


Contig ID 


235239 l.RlOll 


5 '-most EST 


dyk700103485.hl 



40090 



o e 4 . IN o • 


9ft ft (IQ^^ 

^ O O U -/ u 


Lonrig lu 


Z^OOlU 1.I\XU1j- 


O lUOST-. HjO 1 


H\7V7nnTn?sft ^ hi 


beq. NO. 


/I o o U y / 




^O^OJ-t ± • rx J_ U -L -L 


o mo St iuo X 


H\7V7nnTn'^sQn hi 


Metnoa 


OT aCTY 
JDliiiD i A 


NCBI GI 


g3894158 


BLAST score 


147 


E value 


z . ue vj ^ 


Match length 


1 O 1 

Iz 1 


% identity 


36 


NCBI Description 


(AC005312) similar 




ulld IXcillci J 


Seq. No. 


288098 


Contig ID 


235379_1.R1011 


0 "inOSU sLO L 


T«T\7-r7nn9'^7 7ni hi 


Seq. No. 


288099 . 


Contig ID 


235441_1.R1011 


0 -most EbT 


ayK /uuiu^ozi.ni 


Seq. No. 


288100 


Contig ID 


235445__1.R1011 


5 -most EST 


ayK/uuiU4oz / .ni 


Seq. No. 


288101 


Contig ID 


235519_1.R1011 


5 -most EST 


ayK /uuiujy^o.ni 


Seq. No. 




Contig ID 


ZoDDOO l.KlUll 


0 mosu Jijoi 




Seq. No. 


o Q o 1 A "3 


uonng lu 


o-DCCC-a -j pi fil 1 
^Ou^^O X • I\± u ± ± 


c; » _Tnr\c3-i- TrQT 


n#a-r7nn^7779^ hi 


Method 


BLASTX 


NCBI GI 


g2262105 


BLAoi score 


O Q A 
ZO U 


E value 


4 . ue zo 


Match length 


Q Q 
OO 


% identity 


59 


NCBI Description 


(Al,uuzo4o; unKnown 


Seq. No. 


288104 


Contig ID 


OQRCIA 1 Dl A1 1 
ZJODlU X.KlUll 


O most rjol 




Method 


BLASTX 


NCBI GI 


gl871192 


BLAST score 


445 


E value 


2.0e-44 


Match length 


86 


% identity 


91 



to phloem-specific lectin [Arabidopsis 



protein [Arabidopsis thaliana] 



40091 



NCBI Description 



(U90439) CysSHis zinc finger protein isolog [Arabidopsis 
thaliana] 



Seq. No. 


O Q Q 1 n c; 


Contig ID 


ZoDoZo l.K-LUil 


5 '-most EST 


gct70lT75423.hl 


Method 


BLASTX 


NCBI GI 


g4 Xlooo 0 


BLAST score 


o / 0 


E value 


A Art 

4 . ue- Jo 


Match length 


IZO 


% identity 


D I 


NCBI Description 


{AC005967) putative prolylcarboxypeptida 




thaliana] 


beg. NO. 


Zoo L\jKy 


Contig ID 


235661 l.RlOll 


5 '-most EST 


dyk700104137.hl 


Method 


BLAblX 


NCBI GI 


g4455356 


BLAST score 




E value 


1. Oe-39 


Match length 


130 


% identity 


60 


NCBI Description 


(AL035524) putative protein [Arabidopsis 


Seq. No. 


288107 


Contig ID 


235687 l.RlOll 


5 '-most EST 


dyk700104177,hl 


Method 


BLASTX 


NCBI GI 


g3258575 


BLAST score 


340 


E value 


4 . Oe-32 


Match length 


93 


% identity 


68 


NCBI Description 


(U89959) Hypothetical protein [Arabidops 


Seq. No. 


ZooL\Jo 


Contig ID 


235699 l.RlOll 


5 '-most EST 


tfd700576395.hl 


Method 


BLASTX 


NCBI GI 


g2708532 


BLAST score 


387 


E value 


5.0e-37 


Match length 


135 


% identity 


55 


NCBI Description 


(AF029351) putative RNA binding protein 


osq. NO. 




Contig ID 


235736 l.RlOll 


5 '-most EST 


dyk700106376.hl 


Method 


BLASTX 


NCBI GI 


g2088651 


BLAST score 


320 


E value 


2.0e-29 


Match length 


169 


% identity 


43 



40092 



NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 

288110 

235793_1.R1011 
uer700578911.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



288111 

235879_1.R1011 

dyk700104486.hl 

BLASTX 

g4558669 

303 

7.0e-28 

92 
64 

(ACQ07063) putative vanadate resistance protein 
[Arabidopsis thaliana] 

288112 

235955_1.R1011 
zuv700355843,hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



288113 

235999_1.R1011 
dyk7G0104664.hl 

288114 

236007_1.R1011 

dyk700104673.hl 

BLASTX 

g2459412 

240 

2.0e-20 

108 

45 

(AC002332) putative G9a protein [Arabidopsis thaliana] 
288115 

236017_1.R1011 
wyr700237614.hl 

288116 

236046_1.R1011 

dyk700104725.hl 

BLASTN 

g3821780 

36 

7.0e-ll 

48 

67 

Xenopus laevis cDNA clone 27A6-1 
288117 

236074_1.R1011 
dyk700104757.hl 



40093 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288118 

236081_1.R1011 
dyk700105664.hl 

288119 

236102_1,R1011 
yyf700351932.hl 

288120 

236139_1,R1011 

ymt700220711.hl 

BLASTX 

g3152572 

261 

7.0e-31 
165 
49 

(AC002986 
gb_U32803 
thaliana] 



Contains homology to DNAJ heatshock protein 
from Haemophilus influenzae, [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288121 

236173_1.R1011 
vux700156936.hl 

288122 

236240_1.R1011 

wyr700235569.hl 

BLASTX 

g4262237 

190 

3,0e-14 

71 

54 

{AC006200) hypothetical protein [Arabidopsis thaliana] 
288123 

236261_1.R1011 

zuv700352627.hl 

BLASTX 

g2673914 

476 

7,0e-48 

132 

64 

(AC002561) hypothetical protein [Arabidopsis thaliana] 
288124 

236275_1.R1011 

dyk700105078.hl 

BLASTX 

g3860263 

275 

2.0e-24 

93 

56 

(AC005824) putative cytochrome p450 protein [Arabidopsis 



40094 



thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288125 

236377_1.R1011 

dyk700105230.hl 

BLASTX 

gl706130 

735 

4.0e-78 

157 

87 

CDPK-RELATED PROTEIN KINASE (PK421) >gi_2129917_pir S60052 

calcium-dependent protein kinase homolog - carrot 
>gi_1103386_einb_CAA58750_ (X83869) CDPK-related protein 
kinase [Daucus carota] 



Seq. No. 
Contig ID 
5 '-most EST 



288126 

236379_1.R1011 
dyk700105233.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288127 

236459^1. RlOll 

gct701174568.hl 

BLASTX 

g2829887 

227 

l.Oe-18 

73 

53 

{AC002396) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288128 

236509_1.R1011 

dyk700105416.hl 

BLASTX 

g2642446 

379 

2.0e-46 

124 

80 

(AC002391) similar to auxin- responsive GH3 protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288129 

236686_1.R1011 

gct701180485.hl 

BLASTX 

g4314355 

223 

4.0e-18 

95 

43 

(AC006340) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



288130 

236715_1.R1011 
wyr700241324.hl 



40095 



Method 


IIP 

BLASTX 


NCBI GI 


g678547 


BLAST score 


f~ r 


E value 


2 . Oe-23 


Match length 


lU / 


% identity 


50 


NCBI Description 


{L13654 



peroxidase [Lycopersicon esculentum] 



beq. wo. 


OO Ql 01 


Contig ID 


236781 l.RlOll 


5 '-most EST 


rvl700454627.hl 


Seq. No. 


O O O 1 o o 

2ooli2 


Contig ID 


236782 l.RlOll 


5 '-most EST 


nbm700466485.hl 


Seq. No. 


O Q Q 1 Q Q 

Zoo ioo 


Contig ID 


236817 l.RlOll 


5 '-most EST 


pwf700321706.hl 


Seq. No. 


2oolo4 


Contig ID 


Ziool /_z . RiUil 


5 '-most EST 


ZUV700353241 .hi 


Seq. No. 


288135 


Contig ID 


236831 l.RlOll 


5 '-most EST 


wtyTOUl DOlUZ . Ill 


Seq. No. 


288136 


Contig ID 


236837 i.RlOll 


5 '-most EST 


dyk700105883.hl 


Seq. No. 


288137 


Contig ID 


236853 l.RlOll 


5 '-most EST 


wyr700239075.hl 


Method 


BLASTX 


NCBI GI 


g2246641 


BLAST score 


270 


E value 


6.0e-24 


Match length 


106 


% identity 


53 



NCBI Description {AF006635) P-type ATPase [Caenorhabditis elegans] 



Seq. No. 
Contig ID 
5 '-most EST 



288138 

236860_1.R1011 
nbm700465910.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288139 

236900_1.R1011 

hvj700622955.hl 

BLASTX 

g4468984 

375 

3.0e-36 

108 

72 

{AL035605) putative protein [Arabidopsis thaliana] 



40096 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



288140 

236925_1.R1011 
dyk700106012.hl 

288141 

236962_1.R1011 

pmx700085020.hl 

BLASTX 

g4249404 

642 

4.0e-67 

203 

60 

{AC006072) putative nuclear protein SA-1 [Arabidopsis 
thaliana] 

288142 

237001_1.R1011 
gwl700615204.hl 

288143 

237023_1.R1011 
pmx700091528.hl 



288144 

237079_1,R1011 

dyk700106223.hl 

BLASTX 

g3355308 

177 

8.0e-14 

94 

50 

(AJ009695) wall-associated kinase 



4 [Arabidopsis thaliana] 



288145 

237087__1.R1011 
gct701170711.hl 

288146 

237147_1.R1011 

wyr700236652.hl 

BLASTX 

g3540193 

213 

3.0e-17 

78 

55 

(AC004122) Unknown protein [Arabidopsis thaliana] 
288147 

237250_1.R1011 
yyf700349430.hl 

288148 

237262 l.RlOll 



40097 



5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



dyk700106481.hl 
288149 

237292_1.R1011 
dyk700106521.hl 

288150 

237322_1.R1011 
dyk700106561.hl 

288151 

237345_1.R1011 

dyk700106592.hl 

BLASTX 

g2880043 

160 

4.0e-ll 

62 

55 

(AC002340) putative 3-hydroxyisobutyryl-coenzyme A 
hydrolase [Arabidopsis thaliana] 

288152 

237404_1.R1011 

dyk700106665.hl 

BLASTX 

g2245066 

274 

6.0e-30 

104 

63 

(Z97342) Beta-Amylase [Arabidopsis thaliana] 
288153 

237440^1. RlOll 
dyk700106724.hl 

288154 

237502_1.R1011 
dyk700106808.hl 

288155 

237568_1.R1011 

dyk700106891.hl 

BLASTX 

g710308 

243 

8.0e-42 

110 

88 

{U11693) victorin binding protein [Avena sativa] 
288156 

237647_1.R1011 
xmt700265954.hl 
BLASTX 
g3142303 



40098 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273 

5.0e-24 

148 

38 

(AC002411) Strong similarity to MRP-like ABC transporter 
gb_U92650 from A. thaliana and canalicular multi-drug 
resistance protein gb_L4 9379 from Rattus norvegicus. 
[Arabidopsi^ thaliana] 



Seq. No. 


288157 


Contig ID 


zo/o4y X.KlUll 


D -most bol 


wyr / uu^iooiuy. nx 


Seq. No, 


288158 


Contig ID 




5 '-most EST 


wyr700235169.hl 


Method 


BLASTX 


NCBI GI 


g799369 


BLAST score 


41d 


E value 


4 . lje-41 


Match length 


97 


% identity 


84 


NCBI Description 


(Uzolllj meLaiioenaopepnaase [^-t-sum sauivumj 


Seq. No. 


288159 


Contig ID 


237759_1,R1011 


5 '-most EST 


ymt7 00222 67 0 . hi 


Seq. No. 


288160 


Contig ID 


237795 l.RlOll 


5 '-most EST 


wyr /UUzJozo4.ni 


Seq. No. 


288161 


Contig ID 


23/ozo l.RlUil 


5 '-most EST 


wyr700235326 .hi 


Seq. No. 


288162 


Contig ID 


237882 l.RlOll 


5 '-most EST 


gct701174332.hl 


Seq. No. 


288163 


Contig ID 


zo/oyo i.KXUil 


5 '-most EST 


uer700582072.hl 


Method 


BLASTX 


NCBI GI 


g3335060 


BLAST score 


732 


E value 


8.0e-78 


Match length 


164 


% identity 


86 


NCBI Description 


{AF025842) plasma membrane-type calcium ATPase 


thaliana] >gi_4468989_emb_CAB38303_ {AL035605) 




membrane-type calcium ATPase (ACA2) [Arabidops 


Seq. No. 


288164 


Contig ID 


237915 l.RlOll 


5 '-most EST 


wyr700235435.hl 



[Arabidopsis 



40099 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288165 

237921_1.R1011 
gct701173817.hl 



288166 

237922_1.R1011 

wyr700238810.hl 

BLASTX 

gl31772 

192 

l.Oe-23 

77 
82 

4 OS RIBOSOMAL 
>gi_82723_pir 
maize 



PROTEIN S14 (CLONE MCHl) 
A30097 ribosomal protein S14 



(clone MCHl) 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



288167 

237946_1.R1011 
wyr700235489.hl 

288168 

237961_1.R1011 
xsy700214066.hl 

288169 

237962_1.R1011 

xmt700267446.hl 

BLASTX 

g3075393 

231 

5.0e-19 

120 

43 

(AC004484) hypothetical protein [Arabidopsis thaliana] 



288170 

237963_1.R1011 

wyr700235518.hl 

BLASTX 

g2500570 

189 

3.0e-14 

109 

40 

RIBONUCLEASE PH-LIKE 



PROTEIN B0564.1 



288171 

237967_1.R1011 
afb700380980.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288172 

237998^1. RlOll 
xmt700266038.hl 



Seq. No. 
Contig ID 



288173 

238098 l.RlOll 



40100 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



nbm700466165.hl 

BLASTX 

g598073 

207 

4.0e-25 

104 

59 

{L36806) GT-1 [Arabidopsis thaliana] 
288174 

238111_1.R1Q11 
wyr700237639.hl 

288175 

238117_1.R1011 
wyr700235756.hl 

288176 

238138__1.R1011 

wyr700235793.hl 

BLASTX 

gl076609 

150 

7.0e-10 

32 
78 

NTLl protein - curled-leaved tobacco 
288177 

238152_1.R1011 

wyr700235953.hl 

BLASTX 

g3258575 

293 

l.Oe-26 

112 

52 

{U89959) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



288178 

238155_1.R1011 
xmt700263789.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288179 

238197_1.R1011 
wyr700242992.hl 



Seq. No. 

Contig ID 
5 '-most EST 



288180 

238212_1.R1011 
vux700161862.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



288181 

238270_1.R1011 

xsy700209757.hl 

BLASTX 

g4115925 

307 



40101 



E value 
Match length 
% identity 
NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



2.0e-28 

85 

69 

(AF118222) contains similarity to RNA recognition motifs 
(Pfam: PF00076, Score=5 . 5e-23, N=2) [Arabidopsis thaliana] 
>gi_4539439_emb_CAB40027.1_ (AL049523) RNA-binding protein 
[Arabidopsis thaliana] 

288182 

238309_1.R1011 

vux700157645.hl 

BLASTX 

gll68841 

188 

4.0e-14 

104 

39 

CYTOCHROME C-TYPE BIOGENESIS PROTEIN CYCL PRECURSOR 

>gi_1360937_pir S54747 cycL protein - Bradyrhizobium 

japonicum >gi_563333_emb_CAA80245_ {Z22517) CycL 

[Bradyrhizobium japonicum] >gi_572604_emb_CAA8 6576_ 

(Z46607) cycL [Bradyrhizobium japonicum] 

288183 

238421_1.R1011 
wyr700236164.hl 

288184 

238434_1.R1011 
ymt700220380.hl 

288185 

238438_1.R1011 
tfd70057a829.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



288186 

238439_1.R1011 
wyr700236195.hl 

288187 

238449_1.R1011 

wyr700236213.hl 

BLASTX 

g2134962 

264 

2.0e-23 

84 

57 

cyclophilin-like protein CyP-60 - human >gi_1199598 
(U37219) cyclophilin-like protein CyP-60 [Homo sapiens] 

>gi_1587 642__prf 2207180A cyclophilin : ISOTYPE=CyP-60 [Homo 

sapiens] 

288188 

238488_1.R1011 

fdz701164331,hl 

BLASTX 



40102 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



g3548808 
273 

2.0e-24 

91 

58 

(AC005313) unknown protein [Arabidopsis thaliana] 



288189 

238519_1.R1011 
wyr700238825.hl 

288190 

238614_1.R1011 

xsy7002i0912.hl 

BLASTX 

g3549626 

176 

6.0e-13 

99 
36 

(AJ009696) wall-associated kinase 



1 [Arabidopsis thaliana] 



288191 

238640_1.R1011 

wyr700236501.hl 

BLASTX 

gll70619 

353 

9.0e-34 

96 

77 

KINESIN-LIKE PROTEIN A >gi_479594_pir S34830 

kinesin-related protein katA - Arabidopsis thaliana 
>gi_303502_dbj_BAA01972_ (D11371) kinesin-like motor 
protein heavy chain [Arabidopsis thaliana] 
>gi_2911084_emb__CAA17546.1_ (AL021960) kinesin-related 
protein katA [Arabidopsis thaliana] 

288192 

238697_1.R1011 
ymt700222160.hl 

288193 

238699_1.R1011 
wyr700236583.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288194 

238726_1.R1011 

ceu700431043.hl 

BLASTX 

g3250692 

480 

2.0e-48 

107 

79 

(AL024486) putative protein [Arabidopsis thaliana] 



40103 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI Ql 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288195 

238746_1.R1011 

xsy700214227.hl 

BLASTX 

g4249419 

449 

l.Oe-44 

126 

68 

(AC006072) hypothetical protein, 3' 
thaliana] 



partial [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



288196 

238787_1.R1011 

wyr700243314.hl 

BLASTX 

g4220598 

419 

2.0e-41 

101 

80 

(AB011266) nicotianamine Synthase 4 
288197 

238807_1.R1011 
wyr700236766.hl 



[Hordeum vulgare] 



Seq, No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



288198 

238812_1.R1011 
wyr700236775.hl 

288199 

238826_1.R1011 
wyr700236802.hl 

288200 

238865_1.R1011 
kem700610725.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288201 

238890__1.R1011 

wyr700236930.hl 

BLASTX 

g2598575 

295 

l.Oe-26 

89 

66 

(Y15293) MtN21 [Medicago truncatula] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



288202 

238965_1.R1011 

xsy700213973.hl 

BLASTX 

g2735017 

397 

8.0e-39 



40104 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



111 
70 

(U82481) KI domain interacting kinase 1 [Zea mays] 
288203 

239030_1.R1011 
wyr700237122.hl 

288204 

239103_1.R1011 

tfd700571049.hl 

BLASTX 

g3925231 

407 

6.0e-40 

105 

79 

{AF037033) anionic peroxidase H [Zea mays] 
288205 

239173_1.R1011 
uer700582816.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288206 

239192_1.R1011 
wyr700237338.hl 

288207 

239233_1.R1011 
wyr700237994.hl 

288208 

239242_1.R1011 
xyt700345452.hl 
BLASTX 
g3128195 
621 
' 6.0e-65 
132 
89 

(AC004521) putative phosphoribosyl pyrophosphate synthetase 
[Arabidopsis thaliana] >gi_3341673 {AC003672) putative 

phosphoribosyl pyrophosphate synthetase [Arabidopsis 

thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288209 

239250_1.R1011 

wyr700242903.hl 

BLASTX 

g2244913 

381 

6,0e-37 
112 

72 

(Z97339) similar to SENl protein 
thaliana] 



- yeast [Arabidopsis 



40105 



C* rt- Mj-v 

beq. iNo. 


oQooi n 




zoy-iOo i.Kiuij. 


D -most HjoI 


nom /UU40D4ZU . ni 


Seq. No. 


zobz 11 


Contig ID 


zoyz / 4 1 . RlUxl 


J -mOSL IljOi 


wy r / uuzj / ftoz.nx 


Metnoa 


TDT 7\ CPV 

bLiAb 1 A 


NCBI GI 


g2761012 


BLAST score 


195 


E value 


4 . ue 10 


Match lengtn 


lUZ 


% identity 


38 


NCBI Description 


(AF039721) leishmanolysin [Leishmania major] 


Seq. No. 


O Q Q O T O 


uontig iu 


Z^yol / l.KXUli 


5 -most EST 


wen / uuoo4iz;y.ni 


Seq. No. 


zoozlo 


Contig ID 


zoyo/i i.KiUil 


0 -most hbi 


wy r /uuzo /o /4 .ni 


Method 




NCBI GI 


g3913437 


BLAST score 


434 


E value 


3 . Oe-43 


Match length 


95 


% identity 


92 


NCBI Description 


PUTATIVE FRE-MKNA brLiCliMb rACiUK /li r— JJrjlrrjiNUiljiN i 


HELiCAbh >gi 14UZ0/0 emo laadoozo tAycsiouj kjnh 




[ Ar abidops i s~t ha 1 iana ] >gi_l 49527 l_emb_CAA6 6 6 1 3_ 




RNA helicase [Arabidopsis thaliana] 


Seq. No. 


ZOOZ14 


Contig ID 


239403_1 . RlOll 


5 ' -most EST 


xmt700266070 . hi 


Seq. No. 




Contig ID 


239470_1 . RlOll 


0 —most hb i 


wyr/uUzJ/ /uy.ni 


Method 


BLASTX 


NCBI GI 


gzzyil4z 


BLAST score 


210 


E value 


l.Oe-16 


Match length 


116 


% identity 


39 


NCBI Description 


(AF016417) No definition line found [Caenorhabd. 




elegans] 


Seq. No. 


o o o o i c 


t^onuig ID 


0 QQ/l 7^ 1 T>inii 
£.0^^ I 1 l.KlUll 


5 '-most EST 


wyr700237717.hl 


Seq. No. 


288217 


Contig ID 


239494 1. RlOll 


5 '-most EST 


wyr700240726.hl 



RNA 



40106 



Seq. No. 


Zo oZlo 


Contig ID 


239504 l.RlOll 


5 '-most EST 


gct701169236.hl 


Seq. No. 




Contig ID 


2 3 950 8_1 .RIO 11 


5 '-most EST 


wyr 700238130 .hi 


Seq. No. 


o o o o o ri 

288220 


Contig ID 


239052 l.RlOll 


C 1 -m^in-*- TOT" 

D — mosr boJi 


gc u /Ull f Zooo .ni 


Method 




NCBI GI 


g987267 


BLAST score 


468 


E value 


o . ue-4 / 


Matcn lengtn 




% identity 


82 


NCBI Description 


(U32579) DWARF3 [Zea mays] 


Seq, No. 




Contig ID 


239556 l.RlOll 


5 '-most EST 


wyr700237811.hl 


Seq. No. 


O Q O O O O 


Contig ID 


239559 l.RlOll 


5 '-most EST 


wyr700237814.hl 


Seq. No. 


288223 


Contig ID 


239593 l.RlOll 


5 '-most EST 


xdb700341996.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288224 

239594_1,R1011 

wyr700237854.hl 

BLASTX 

g3953479 

216 

2.0e-17 

75 

51 

(AC002328) F2202.24 
288225 

239609_1.R1011 

xsy700213732.hl 

BLASTN 

g4160401 

37 

2.0e-ll 

61 

90 

Zea mays eIF-5 gene. 



[Arabidopsis thaliana] 



exons 1-2 



Seq. No. 

Contig ID 
5 '-most EST 
Method 



288226 

239619_1.R1011 

wty700165462.hl 

BLASTX 



40107 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3549626 
247 

3.0e-21 

103 

52 

{AJ009696) 



wall-associated kinase 1 [Arabidopsis thaliana] 



288227 

239620_1.R1011 

yyf 700350791. hi 

BLASTX 

g4586107 

320 

l.Oe-29 

150 

13 

(AL049638) putative disease resistance protein [Arabidopsis 
thaliana] 



Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



288228 

239647_1.R1011 
wyr700237924.hl 

288229 

239674_1.R1011 
pmx700082624.hl 

288230 

239818_1.R1011 
wyr700238152.hl 

288231 

239830_1.R1011 

xdb700339866,hl 

BLASTX 

g2827514 

325 

2.0e-30 

110 

60 

(AL021633) predicted protein [Arabidopsis thaliana] 



288232 

239855_1.R1011 

wyr700238371.hl 

BLASTX 

g2104425 

185 

4.0e-14 

91 

44 

(Z95395) hypothetical protein 



[Schizosaccharomyces pombe] 



288233 

239870_1.R1011 
wyr700238218.hl 



40108 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



288234 

239916_1.R1011 

vux700160306.hl 

BLASTX 

g2160185 

493 

6.0e-50 

122 

68 

(AC000132) Similar to S. 
[Arabidopsis thaliana] 

288235 

239946_1.R1011 
nbm700476295.hl 



pombe ISP4 (gb_D83992) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



288236 

239968_1.R1011 

wyr700240551.hl 

BLASTX 

g2245087 

240 

4.0e-20 

165 

39 

(Z97343) hypothetical protein 



[Arabidopsis thaliana] 



288237 

240012_1.R1011 

wyr700238392.hl 

BLASTX 

g4586378 

351 

l.Oe-33 

77 

82 

(AB021746) nicotianamine synthase 1 
288238 

240038_1.R1011 
wyr700238440.hl 

288239 

240053_1.R1011 
wyr700238462.hl 

288240 

240064_1.R1011 
hbs701185673.hl 



[Oryza sativa] 



Seq. No. 
Contig ID 
5 '-most EST 



288241 

240082_1.R1011 
tfd700573438.h2 



Seq. No. 
Contig ID 
5 '-most EST 



288242 

240144_1.R1011 
nbm700471089.hl 



40109 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3021270 

242 

2.0e-20 

74 

69 

{AL022347) 



serine/threonine kinase -like protein 



[Arabidopsis thaliana] 
288243^ 

240202_1.R1011 
wyr700238712.hl 

288244 

240244_1,R1011 

wyr700238760.hl 

BLASTX 

g3080433 

299 

3.0e-27 

110 

52 

{AL022605) putative gamma-glutamyltransf erase [Arabidopsis 
thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288245 

240314^1. RlOll 

xmt700264360.hl 

BLASTX 

gl705585 

324 

3.0e-30 

66 

97 

PHOSPHOENOLPYRUVATE CARBOXYLASE 2 (PEPCASE) 

>gi_82710_pir JH0667 phosphoenolpyruvate carboxylase (EC 

4.1.1.31) C3-form - maize >gi_429149_emb_CAA43709_ (X61489) 
phosphoenolpyruvate carboxylase [Zea mays] 



Seq. No. 

Contig ID 
5 '-most EST 



288246 

240356^1. RlOll 
ceu700423809.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



288247 

240407_1.R1011 

wyr700238977.hl 

BLASTX 

g4200122 

309 

l.Oe-28 

91 

62 

{AJ009555) hypothetical protein [Arabidopsis thaliana] 
288248 

240426^1. RICH 
tfd700572571.hl 



40110 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3335060 

222 

3.0e-18 

108 

43 

{AF025842) 



plasma membrane-type calcium ATPase [Arabidopsis 



thaliana] >gi_44 68989_emb_CAB38303_ (AL035605) plasma 
membrane-type calcium ATPase (ACA2) [Arabidopsis thaliana] 

288249 

240463_1.R1011 

wyr700239072.hl 

BLASTX 

g3582000 

243 

7.0e-21 

59 
76 

(AJ010942) hexose transporter protein [Lycopersicon 
esculentum] 

288250 

240505_1.R1011 
wyr700239136.hl 

288251 

240649_1.R1011 
wyr700239341.hl 

288252 

240656_1.R1011 

ceu700430136.hl 

BLASTX 

g2739382 

531 

9.0e-58 

265 

48 

{AC002505) myosin heavy chain-like protein [Arabidopsis 
thaliana] 

288253 

240664_1.R1011 
wyr700239361.hl 

288254 

240757_1.R1011 

wyr700239487.hl 

BLASTX 

g266567 

280 

3.0e-25 

86 

62 

MITOCHONDRIAL PROCESSING PEPTIDASE ALPHA SUBUNIT PRECURSOR 
(ALPHA-MPP) {UBIQUINOL-CYTOCHROME C REDUCTASE SUBUNIT II) 



40111 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_421956_pir S23558 mitochondrial processing peptidase 

(EC 3.4.99.41) alpha chain precursor - potato 
>gi_21493__emb__CAA46990_ {X66284) mitochondrial processing 
peptidase [Solanum tuberosum] 

288255 

240776_1.R1011 

wyr700239522.hl 

BLASTX 

g2335097 

279 

7.0e-25 

117 
49 

(AC002339) putative receptor-like protein kinase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



288256 

240797_1.R1011 
xmt700263194.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



288257 

240803_1.R1011 
wyr700239556.hl 

288258 

240819_1.R1011 
wyr700239575.hl 

288259 

240825_1.R1011 
wyr700239582.hl 

288260 

240876_1.R1011 

gct701173203.h2 

BLASTX 

g3548810 

191 

5.0e-29 

155 

49 

(AC005313) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 

288261 

240925_1,R1011 
wyr700239731.hl 

288262 

240926_1,R1011 

wyr700239732.hl 

BLASTX 

g629602 

163 

l.Oe-13 
97 
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% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



45 

probable imbibition protein - wild cabbage 
>gi_488787_emb_CAA55893_ {X79330) putative imbibition 
protein [Brassica oleracea] 

288263 

240934_1.R1011 

nbm700466365.hl 

BLASTX 

g3540188 

283 

l.Oe-25 

85 

61 

(AC004122) Hypothetical protein [Arabidopsis thaliana] 
288264 

240989_1.R1011 

wyr700243534.hl 

BLASTX 

g4455356 

309 

l.Oe-31 

105 

66 

(AL035524) putative protein [Arabidopsis thaliana] 
288265 

241009_1.R1011 
hbs701182275.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



288266 

241025_1.R1011 

ceu700421701.hl 

BLASTX 

g4567197 

414 

2.0e-40 

159 

53 

(AC007168) unknown protein [Arabidopsis thaliana] 
288267 

241079_1.R1011 
wyr700243637.hl 

288268 

241132_1.R1Q11 
wyr700240012.hl 

288269 

241153_1.R1011 
wty700170052.hl 

288270 

241198_1.R1011 
wyr700240093.hl 



40113 



Seq. No. 


288271 


Contig ID 


241208_1.R1011 


D mOSL HtDl 


TAr\7T7nn94ni 1 4 hi 
wyx / u u ^ *± u X X 1 • iii 


Seq. No. 


288272 


Contig ID 


241224^1. RlOll 






Seq. No. 


Z 0 0 Z / O 


f**^ A +^ "IT 

uontig lu 


Z4XZ4Z x.r\xUXx 




wyx / uuz^uxoz .iix 


beq. No. 


OQ 007 yl 

ZooZ / 4 


L-ontig lU 


9d 1 9 1 R1 01 1 

Z4XZOO X.I\XvJXX 


O IUOSL ILO 1 


n(a-r7 nnSftl ^R1 hi 






NCBI GI 


g2500036 


BLAST score 


683 


E value 


4.0e-72 


Match length 


159 


% identity 


79 


NCBI Description 


DIHYDROOROTASE 



CURSOR (DHOASE) >gi__2121273 (AF000146) 
dihydroorotase [Arabidopsis thaliana] 
>gi_3292818_einb_CAA19808_ (AL031018) dihydroorotase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288275 

241271_1.R1011 
ypc700800974.hl 

288276 

241300_1.R1011 

nbm700467711,hl 

BLASTX 

g4490706 

317 

4.0e-29 

84 

67 

(AL035680) putative protein [Arabidopsis thaliana] 
288277 

241304_1.R1011 
wyr700240238.hl 

288278 

241362_1.R1011 

pmx700089080.hl 

BLASTX 

g3341672 

198 

l.Oe-30 

107 

59 

(AC003672) putative heme A: f arnesyltransf erase, 5' partial 
[Arabidopsis thaliana] 



40114 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288279 

241376_1.R1011 

nbni700476085.hl 

BLASTX 

g3377805 

221 

3.0e-18 

70 

60 

{AF075597) contains similarity to several apoptosis or 
programmed cell death proteins such as rat apoptosis 
protein RP-8 (GB:M80601) [Arabidopsis thaliana] 
>gi_3912928_gb_AAC78712,l_ (AF001308) putative zinc finger 
protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



288280 

241409_1.R1011 
wty700163114.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288281 

241461__1.R1011 

xsy700208066.hl 

BLASTX 

g2961378 

277 

l.Oe-24 

66 

36 

(AL022141) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288282 

241478_1.R1011 

wyr700240461.hl 

BLASTX 

g2618691 

666 

5.0e-79 

195 
81 

(AC002510) putative chloroplast envelope Ca2+-ATPase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



288283 

241519_1.R1011 
xyt700343089.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288284 

241530__1.R1011 
wyr700240534.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



288285 

241539_1.R1011 

ymt700218731.hl 

BLASTX 

g464365 

286 " 



40115 



E value 
Match length 
% identity 
NCBI Description 



8.0e-26 

102 

54 

PEROXIDASE P7 >gi_66306_pir 0PNB7 peroxidase (EC 1.11.1.7) 

- turnip 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288286 

241546__1.R1011 

wyr700240552.hl 

BLASTX 

g3901012 

177 

6.0e-13 

91 

40 

(AJ130885) xyloglucan endotransglycosylase 1 [Fagus 
sylvatica] 



Seq. No. 
Contig ID 
5 '-most EST 



288287 

241623_1.R1011 
bdu700383189.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



288288 

241652^1. RlOll 

wyr700240687.hl 

BLASTX 

g312179 

354 

9.0e-34 

71 

96 

(X73151) glyceraldehyde 3-phosphate dehydrogenase 
(phosphorylating) [Zea mays] >gi_1184772 (U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_1185554 {U45858) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] 

288289 

241657_1.R1011 
wyr700240704.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288290 

241663_1.R1011 
wyr700241467.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



288291 

241701_1,R1011 
xsy700212401.hl 

288292 

241742_1.R1011 

wyr700240812.hl 

BLASTX 

g2499115 

557 

2,0e-57 
144 
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% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



71 

VACUOLAR ASSEMBLY PROTEIN VPS41 HOMOLOG >gi_1835788 
(U86662) VPS41 [Lycopersicon esculentum] 



288293 

241838_1.R1011 

wyr700240927,hl 

BLASTX 

g453244 

244 

7.0e-21 

92 

52 

(X77467) catechol 0-methyltransf erase 



[Horde urn vulgar e] 



288294 

241908_1.R1011 

wyr700241012,hl 

BLASTX 

g4325368 

663 

5.0e-72 

152 

81 

(AF128396) Arabidopsis thaliana flavin-type blue-light 
photoreceptor (SW:Q43125) (Pfam: PF00875, Score-765.2, 
E=2.6e-226, N-1) [Arabidopsis thaliana] 

288295 

241915_1.R1011 

wyr700243122.hl 

BLASTX 

g3075398 

169 

5.0e-12 

62 

53 

(AC004484) unknown protein [Arabidopsis thaliana] 
288296 

241934_1.R1011 
xmt700267056.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



288297 

241941_1.R1011 

wty700164302.hl 

BLASTX 

g3688173 

267 

2.0e-23 

93 
57 

(AL031804) putative protein [Arabidopsis thaliana] 
288298 

241976_1.R1011 
wyr700241092.hl 



40117 



Seq. No. 
Contig ID 
5 '-most EST 



288299 

241990_1.R1011 
fdz701166704,hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



288300 

241995_1.R1011 

wyr700241117.hl 

BLASTX 

g2459430 

183 

2.0e-13 

90 
44 

(AC002332) putative CUC2 protein [Arabidopsis thaiiana] 
288301 

242028_1.R1011 
wyr700241155.hl 

288302 

242032_2.R1011 

gct701177676.hl 

BLASTX 

g3548810 

204 

3.0e-16 

114 

45 

(AC005313) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaiiana] 

288303 

242075_1.R1011 

fdz701161574.hl 

BLASTX 

g2244771 

150 

8.0e-10 

66 

47 

(Z97335) kinesin homolog [Arabidopsis thaiiana] 
288304 

242092_1.R1011 

vux700158369.hl 

BLASTX 

g4558556 

315 

3.0e-29 

82 

66 

(AC007138) predicted protein of unknown function 
[Arabidopsis thaiiana] 

288305 

242114 l.RlOll 



40118 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



wyr700241261.hl 

BLASTX 

g2342686 

352 

3,0e-34 

101 

71 

(AC000106) Similar to Saccharomyces hypothetical protein 
YDROSlc {gb_Z49209) . ESTs gb_T44436, gb_42252 come from this 
gene. [Arabidopsis thaliana] 

288306 

242146_1.R1011 

wyr700241301.hl 

BLASTX 

g4454469 

519 

8.0e-53 

161 

59 

(AC006234) unknown protein [Arabidopsis thaliana] 
288307 

242244_1.R1011 

gct701180317.hl 

BLASTN 

g4585620 

37 

2.0e-ll 

103 

93 

Zea mays hmgi/y gene, exons 1-2 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



288308 

242257_1.R1011 
wyr700241432.hl 

288309 

242268_1.R1011 

pwr700452537.hl 

BLASTX 

g4115913 

210 

l.Oe-16 

95 

44 

(AF118222) contains similarity to Iron/Ascorbate family of 
oxidoreductases (Pfam: PF00671, Score=307.1, E-2.2e-88, 
N=l) [Arabidopsis thaliana] >gi_4539409_emb_CAB40042 . 1_ 

(AL04 9524) putative flavanone 3-beta-hydroxylase 

[Arabidopsis thaliana] 

288310 

242271_1.R1011 
wyr700241447.hl 
BLASTX 
g2618699 



40119 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164 

3.0e-ll 

77 
40 

(AC002510) unknown protein [Arabidopsis thaliana] 
288311 

242276_1.R1011 

wyr700241453.hl 

BLASTX 

g3482929 

302 

l.Oe-27 

84 

73 

(AC003970) Putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



288312 

242286_1.R1011 

wyr700241468.hl 

BLASTN 

g3821780 

36 

7.0e-ll 

48 

67 

Xenopus laevis cDNA clone 27A6-1 
288313 

242341_1.R1011 
yyf700348514.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288314 

242380_1.R1011 

fdz701166667.hl 

BLASTX 

g3608145 

177 

6.0e-13 

63 

54 

(AC005314) hypothetical protein [Arabidopsis thaliana] 
288315 

242409_1.R1G11 

wyr700241627.hl 

BLASTX 

g294845 

472 

2.0e-47 

122 
72 

(L13655) membrane protein [Saccharum hybrid cultivar 
H65-7052] 



Seq. No. 



288316 



40120 



Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



242427_1.R1011 
pmx700082580.hl 

288317 

242429_1.R1011 
wty700171695.hl 

288318 

242459_1.R1011 
wyr700241691.hl 

288319 

242690_1.R1011 

pmx700091875.hl 

BLASTX 

g2665890 

658 

3.0e-69 

135 

90 

{AF035944) calcium-dependent protein kinase [Fragaria x 
ananassa] 

288320 

242742_1.R1011 
hbs701186292.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



288321 

242765_1.R1011 
wyr700242124.hl 

288322 

242773_1.R1011 
xmt700262819.hl 



Seq. No, 

Contig ID 
5 '-most EST 



288323 

242775_1.R1011 
xmt700266957.hl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



288324 

242831_1,R1011 

gct701179027.hl 

BLASTX 

gl097875 

397 

6.0e-39 

87 

87 

peroxidase : ISOTYPE=RPA 
288325 

242899_1.R1011 

ymt700219768.hl 

BLASTX 

g3451321 

189 

l.Oe-14 



[Oryza sativa] 



40121 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No* 
Contig ID 
5 '-most EST 



90 
42 

(AL031323) putative transcription or splicing factor 
[Schizosaccharomyces pombe] 

288326 

242929_2.R1011 
wyr700242368.hl 

288327 

242933_1.R1011 
xmt700266169.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 



288328 

242939^1. RlOll 
wty700162829.hl 

288329 

242952_1.R1011 
fdz701161168.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 



288330 

242973_1.R1011 

wyr700242430.hl 

BLASTX 

g3549679 

308 

3.0e-28 

98 

63 

(AL031394) putative protein [Arabidopsis thaliana] 
288331 

242993_1.R1011 
wyr700242456.hl 

288332 

242994_1.R1011 
wyr700242457.hl 

288333 

242997_1.R1011 

vux700160109.hl 

BLASTX 

gl352469 

495 

2.0e-50 

95 

100 

BETA-FRUCTOFURANOSIDASE, CELL WALL ISOZYME PRECURSOR 
{SUCROSE-6-PHOSPHATE HYDROLASE) (INVERTASE) >gi_736359 

{U17695) invertase [Zea mays] >gi_15 82380_prf 2118364A 

cell wall invertase [Zea mays] 

288334 

243000_1.R1011 
wyr700242465,hl 



40122 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



288335 

243036__1.R1011 
ypc700803536.hl 

288336 

243096_1.R1011 

wyr700242590.hl 

BLASTX 

g2323410 

152 

3.0e-10 

45 

64 

{AF015913) SkblHs [Homo sapiens] 
288337 

243096__2.R1011 

ymt700219552.hl 

BLASTX 

g2323410 

356 

6.0e-34 

120 

60 

(AF015913) SkblHs [Homo sapiens] 
288338 

243122_1.R1011 

wyr700242626.hl 

BLASTX 

g2130141 

233 

2.0e-19 

114 

61 

mudrA protein - maize transposon MuDR >gi_540581 (M7 6978) 
mudrA [Zea mays] >gi_595816 (U14597) mudrA gene product 
[Zea mays] 

288339 

243197_1.R1011 

yyf700350012.hl 

BLASTX 

g4154359 

202 

8.0e-16 

89 

48 

(AF113541) putative ethylene response sensor [Phalaenopsis 
sp. 'KCbutterfly'] 

288340 

243216_1.R1011 
wyr700242756.hl 



Seq. No, 



288341 



40123 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



243256_1.R1011 

wyr700242802.hl 

BLASTX 

g4539394 

348 

6.0e-33 

128 

13 

{AL035526) putative protein [Arabidopsis thaliana] 
288342 

243271_1.R1011 

wyr700242822.hl 

BLASTX 

gl888357 

509 

8. Oe-52 

134 

70 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_1890154_emb_CAA72432_ (Y11767) alpha-mannosidase 
precursor [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



288343 

243288^1. RICH 
wyr700242840.hl 

288344 

243352_1.R1011 

gct701173742.hl 

BLASTX 

g4586112 

423 

3.0e-45 

146 

67 

(AL049638) putative protein [Arabidopsis thaliana] 
288345 

243403_1.R1011 
wyr700242989.hl 

288346 

243424_1.R1011 
wyr700243066.hl 

288347 

243502_1.R1011 
zuv700356087.hl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



288348 

243531_1.R1011 

wyr700243150.hl 

BLASTX 

g4263783 

240 

2.0e-20 



40124 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 
53 

{AC006068) putative DNAJ protein [Arabidopsis thaliana] 
288349 

243534_1.R1011 

wyr700243157.hl 

BLASTX 

g2829864 

285 

2.0e-25 

85 

65 

(AC002396) similar to zinc metalloproteinases [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5^ -most EST 



288350 

243578_1.R1011 
tfd700570605.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



288351 

243714_1.R1011 

wyr700243410.hl 

BLASTX 

gll70619 

406 

5.0e-40 

89 

90 

KINESIN-LIKE PROTEIN A >gi_47 9594_pir S34830 

kinesin- related protein katA - Arabidopsis thaliana 
>gi_303502_dbj_BAA01972_ (D11371) kinesin-like motor 
protein heavy chain [Arabidopsis thaliana] 
>gi_2911084_emb_CAA17546. 1_ (AL021960) kinesin-related 
protein katA [Arabidopsis thaliana] 

288352 

243738_1.R1011 
wyr700243443.hl 

288353 

243802_1.R1011 

wyr700243527.hl 

BLASTX 

g4586056 

297 

9.0e-44 

128 

72 

{ACG0702G) unknown protein [Arabidopsis thaliana] 
288354 

243915_1.R1011 

rvt700552128.hl 

BLASTX 

g3913525 

677 



40125 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-71 

147 

88 

DNA POLYMERASE DELTA CATALYTIC CHAIN >gi__2895198 (AF020193) 
DNA polymerase delta [Glycine max] 

288355 

243921_1.R1011 
wyr700243684.hl 

288356 

243930_1.R1011 

gct701178615.hl 

BLASTX 

g2827536 

190 

l.Oe-14 

72 
44 

(AL021633) hypothetical protein [Arabidopsis thaliana] 
288357 

243976__1.R1011 

xsy700209356.hl 

BLASTX 

g3445212 

261 

4.0e-27 

116 

66 

(AC004786) putative chloroplast envelope Ca24-ATPase 
[Arabidopsis thaliana] 



Seq. No. 


288358 


Contig ID 


244040 l.RlOll 


5 '-most EST 


rvl700457186.hl 


Method 


BLASTX 


NCBI GI 


g3093294 


BLAST score 


394 


E value 


2.0e-38 


Match length 


109 


% identity 


62 


NCBI Description 


(Y12782) putative 


Seq. No. 


288359 


Contig ID 


244117 l.RlOll 


5 '-most EST 


tfd700575388.hl 


Method 


BLASTX 


NCBI GI 


g3834323 


BLAST score 


372 


E value 


2.0e-35 


Match length 


170 


% identity 


40 


NCBI Description 


(AC005679) F9K20. 


Seq. No. 


288360 


Contig ID 


244155_1.R1011 



40126 




5 -most EST 


wyr7uu243y85 .nl 


Method 


BLASTN 


NCBI GI 


g602605 


BLAST score 


61 


E value 


7 , Oe-26 


Match length 


117 


% identity 


88 


NCBI Description 


Zea mays tandem genes for alphal-tubulin and alpha2- 


Seq. No. 


288361 


Contig ID 


244161_1.R1011 


5 '-most EST 


ceu700427793,hl 


Method 


BLASTX 


NCBI GI 


g3415009 


BIjAST score 


207 


E value 


1. Oe-16 


Match length 


91 


% identity 


43 


NCBI Description 


(AF080245) sesquiterpene synthase [Elaeis oleifera] 


Seq. No. 


288362 


Contig ID 


244222 l.RlOll 


5 '-most EST 


wyr700244079.hl 


Seq. No. 


288363 


Contig ID 


244224 l.RlOll 


5 '-most EST 


wyr700244081.hl 


Method 


BLASTX 


NCBI GI 


gl885356 


BLAST score 


436 


E value 


3.0e-43 


Match length 


118 


% identity 


69 


NCBI Description 


{U59323) type 1 RNA helicase pNORFl [Homo sapiens] 


Seq. No. 


288364 


Contig ID 


244290_1.R1011 


5 '-most EST 


wyr700244170.hl 


Method 


BLASTX 


NCBI GI 


g4191789 


BLAST score 


223 


E value 


2.0e-18 


Match length 


59 


% identity 


78 


NCBI Description 


(AC005917) putative transmembrane transport protein 




[Arabidopsis thaliana] 


Seq. No. 


288365 


Contig ID 


244310 l.RlOll 


5 '-most EST 


xsy700217784.hl 


Seq. No. 


288366 


Contig ID 


244372 l.RlOll 


5 '-most EST 


rvt700548451,hl 


Method 


BLASTX 


NCBI GI 


g3450842 


BLAST score 


307 



40127 



E value 
Match length 
% identity 
NCBI Description 



2.0e-28 

97 
63 

{AF080436) mitogen activated protein kinase kinase [Oryza 
sativa] 



Seq. No. 

Contig ID 

5 '.-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288367 

244390_1.R1011 

wyr700244309.hl 

BLASTX 

g4093155 

159 

5.0e-ll 

69 

49 

(AF088281) phytochrome-associated protein 1 [Arabidopsis 
thaliana] 

288368 

244407_1.R1011 

hbs701181365.hl 

BLASTX 

g4587562 

233 

l.Oe-19 

46 

91 

{AC006550) Belongs to PF_00583 Acetyltransfersase (GNAT) 
family. [Arabidopsis thaliana] 

288369 

244424_1.R1011 
wyr700244355,hl 

288370 

244448_1.R1011 
gct701174314.hl 

288371 

244510_1.R1011 
pmx700088866.hl 

288372 

244547_1.R1011 
pmx700090524.hl 

288373 

244559_1.R1011 

ceu700431111,hl 

BLASTN 

g3511235 

37 

2.0e-ll 

53 
94 

Zea mays starch branching enzyme lib (ae) gene, complete 
cds 



40128 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288374 

244598_1.R1011 
gct701169242.hl 

288375 

244607_1.R1011 

mwy700440691.hl 

BLASTX 

gl750108 

268 

l.Oe-23 

107 

53 

(U66480) YnbA [Bacillus subtilis] >gi_2634127_emb_CAB13627_ 
(Z99113) similar to GTP-binding protein protease modulator 
[Bacillus subtilis] 



Seq. No. 
Contig ID 
5 '-most EST 



288376 

244634_1.R1011 
yne700379307.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288377 

244668_1.R1011 
xtj700378320.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288378 

244721_1.R1011 
rvt700553224.hl 



Seq. No, 
Contig ID 
5 '-most EST 



288379 

244724_1.R1011 
xsy700213369.hl 



Seq. No. 

Contig ID 
5 '-most EST 



288380 

244812__1.R1011 
afb700380962.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



288381 

244830_1.R1011 

rvt700548309.hl 

BLASTX 

g3935157 

356 

4.0e-34 

91 

71 

(AC005106) T25N20.21 [Arabidopsis thaliana] 
288382 

244840__1.R1011 
ymt700220755.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



288383 

244847_1.R1011 

tfd700571396.hl 

BLASTX 



40129 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



g4115377 
165 

l.Oe-11 

58 
60 

(AC005967) 



unknown protein [Arabidopsis thaliana] 



288384 

244884_1.R1011 

ypc700804617.hl 

BLASTX 

g3892057 

191 

7.0e-15 

81 

48 

(AC002330) hypothetical protein [Arabidopsis thaliana] 
288385 

244963^1. RlOll 

pmx700082115,hl 

BLASTX 

g3892050 

304 

2.0e-37 

131 

69 

{AC002330) hypothetical protein [Arabidopsis thaliana] 
288386 

245025_1.R1011 

pmx700082188.hl 

BLASTX 

g3249064 

331 

4.0e-31 

101 

62 

(AC004473) Strong similarity to trehalose-6-phosphate 
synthase homolog gb_2245136 from A, thaliana chromosome 
contig gb_Z97344. [Arabidopsis thaliana] 



288387 

245028_1.R1011 

pmx700082192.hl 

BLASTX 

g799369 

569 

8.0e-59 

134 

81 

(U25 1 1 1 ) met alloendopeptidase 



[Pisum sativum] 



288388 

245096_1.R1011 

pmx700082274.hl 

BLASTX 



40130 



NCBI GI 


g3511223 


BLAST score 


214 


E value 


3.0e-17 


Match length 


78 


% identity 


54 


NCBI Description 


(AF069528) plant adhesion molecule 1 [Arabidopsis thali 


Seq. No. 


288389 


Contig ID 


245149_1 .RlOll 


5 '-most EST 


ltv700479601 .hi 


Method 


BLASTX 


NCBI GI 


g2462744 


BLAST score 


196 


E value 


3 . Oe-15 


Match length 


8 6 


% identity 


42 


NCBI Description 


(AC002292) Hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


288390 


Contig ID 


245153_1. RlOll 


5 '-most EST 


pmx700082348 -hi 


Method 


BLASTX 


NCBI GI 


g2980806 


BLAST score 


251 


E value 


1. Oe-21 


Match length 


79 


% identity 


57 


NCBI Description 


(AL022197) putative protein [Arabidopsis thaliana] 


Seq. No. 


288391 


Contig ID 


245167_1. RlOll 


5 '-most EST 


xsy700213773.hl 


Method 


BLASTX 


NCBI GI 


g4415929 


BLAST score 


285 


E value 


l.Oe-25 


Match length 


96 


% identity 


54 


NCBI Description 


(AC006418) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


288392 


Contig ID 


245184 2. RlOll 


5 '-most EST 


fdz701163565.hl 


Seq. No. 


288393 


Contig ID 


245213 1. RlOll 


5 '-most EST 


pmx700082432.hl 


Seq. No. 


288394 


Contig ID 


245281 1. RlOll 


5 '-most EST 


ymt700223753.hl 


Seq. No. 


288395 


Contig ID 


245286 1. RlOll 


5 '-most EST 


pmx700082584.hl 


Seq. No. 


288396 



40131 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



245331_1.R1011 
pmx700084994,hl 

288397 

245333_1.R1011 
wen700333777,hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



288398 

245353_1.R1011 
ymt700218875.hl 

288399 

245392_1.R1011 
pmx700082717.hl 

288400 

245431_1.R1011 
pmx700082765.hl 

288401 

245436_1.R1011 
pmx70008277Q,hl 

288402 

245447^1. RlOll 

pmx700082784.hl 

BLASTX 

g3249110 

286 

l.Oe-25 

113 

53 

(AC003114) T12M4.6 
288403 

245478_1.R1011 
nbm700475408.hl 



288404 

245606_1.R1011 

pwr700452070.hl 

BLASTX 

g4490319 

237 

l.Oe-33 

143 

50 

(AL035678) metal-transporting P-type ATPase [Arabidopsis 
thaliana] 

288405 

245622_1.R1011 

pmx700083031.hl 

BLASTX 

g3281850 

703 

2.0e-74 



[Arabidopsis thaliana] 



40132 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145 
88 

(AL031004) monogalactosyldiacylglycerol synthase 
protein [Arabidopsis thaliana] 

288406 

245630_1.R1011 
pmx700083040.hl 

288407 

245665_1.R1011 

xsy700217975.hl 

BLASTX 

g2584787 

570 

l.Oe-58 

179 
60 

(X95762) Aminopeptidase P-like [Homo sapiens] 



288408 

245723_1.R1011 

pmx700083155.hl 

BLASTX 

g3983663 

491 

7.0e-50 

102 

92 

(AB011270) importin-betal 



like 



[Oryza sativa] 



288409 

245737_1.R1011 

pmx700083172.hl 

BLASTX 

g4314359 

369 

l.Oe-35 

100 

63 

(AC006340) hypothetical protein [Arabidopsis thaliana] 
288410 

245741_1.R1011 

xsy700208483.hl 

BLASTX 

g4587550 

322 

8.0e-30 

142 

40 

(AC006577) EST gb_R64848 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



288411 

245768_1.R1011 
pmx700083212.hl 



40133 



• 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 



BLASTX 

g3281867 

278 

9,0e-25 

88 

64 

{AL031004) 



putative protein [Arabidopsis thaliana] 



288412 

245837__1.R1011 
xsy700210403.hl 

288413 

245892_1,R1011 
pmx700083368.hl 

288414 

245919_1.R1011 

xmt700265454.hl 

BLASTX 

g2104446 

327 

2.0e-30 

115 

57 

(Z95396) WD-repeat protein [Schizosaccharomyces pombe] 
288415 

245926_1,R1011 
pmx700083421.hl 

288416 

245930_1.R1011 

pmx700083426.hl 

BLASTX 

g4585979 

194 

4.0e-15 

58 

64 

(AGO 052 87) Similar to ABC-transporter atp-binding protein 
[Arabidopsis thaliana] 

288417 

245944_1.R1011 

xsy700207449.hl 

BLASTX 

g4262140 

259 

2,0e-22 

91 

60 

(AC005275) putative C-type 01 snRNP [Arabidopsis thaliana] 
288418 

245981_1.R1011 
ceu700422491.hl 



40134 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3608147 

166 

8.0e-12 

96 
44 

(AC005314) putative chloroplast 31 kDa ribonucleoprotein 
precursor [Arabidopsis thaliana] 

288419 

245993_1.R1011 
pmx700090034.hl 

288420 

246043_1.R1011 

hvj700621306,hl 

BLASTN 

g4234845 

214 

l.Oe-117 

283 

94 

Zea mays copia-like retrotransposon Sto-17, partial 
sequence 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



288421 

246054_1.R1011 

ceu700422109.hl 

BLASTX 

g3820620 

392 

6.0e-38 

113 

70 

(AF099970) putative formamidopyrimidine-DNA glycosylase 1 
[Arabidopsis thaliana] 

288422 

246114_1.R1011 

pmx700083721.hl 

BLASTX 

g3676248 

345 

2.0e-32 

99 

63 

(AJ011608) DNA polymerase alpha subunit IV (primase) 
[Rattus norvegicus] 

288423 

246135_1,R1011 

xsy700208132.hl 

BLASTX 

g2459445 

287 

6.0e-26 
107 



40135 



% identity 

NCBI Description 



29 

{AC002332) putative ribonucleoprotein [Arabidopsis 
thaliana] 



Seq. No. 


288424 


Contig ID 


246145_1.R1011 


5 -most EST 


pmx700uo37 6i.nl 


Seq. No. 


288425 


Contig ID 


246182 l.RlOll 


5 '-most EST 


pmx700086933.hl 


Method 


BLASTX 


NCBI GI 


gl369852 


BLAST score 


421 


E value 


1. Oe-41 


Match length 


104 


% identity 


82 


NCBI Description 


{L46702) kmesrn heavy cham-like protein [Solanum 




tuberosum] 


Seq. No. 


288426 


Contig ID 


246194_1.R1011 


5 '-most EST 


pmx700083822 .hi 


Method 


BLASTX 


NCBI GI 


g4583548 


BLAST score 


485 


E value 


5.0e-49 


Match length 


131 


% identity 


75 


NCBI Description 


(AJ010820) FtsY homolog [Arabidopsis thaliana] 


Seq. No. 


288427 


Contig ID 


246205 l.RlOll 


5 '-most EST 


pwr700453377.hl 


Method 


BLASTX 


NCBI GI 


gl922964 


BLAST score 


320 


E value 


l.Oe-40 


Match length 


120 


% identity 


73 


NCBI Description 


(AC000106) Similar to Schizosaccharomyces CCAAT-binding 




factor (gb_U88525) - EST gb_T04310 comes from this gene. 




[Arabidopsis thaliana] 


Seq. No. 


288428 


Contig ID 


246245_1.R1011 


5 '-most EST 


xyt700344123.hl 


Seq, No. 


288429 


Contig ID 


246261 l.RlOll 


5 '-most EST 


pmx700083902.hl 


Method 


BLASTX 


NCBI GI 


g4587566 


BLAST score 


173 


E value 


2.0e-12 


Match length 


45 


% identity 


64 
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NCBI Description 



(AC006550) Contains 2 PF_00400 WD40, G-beta repeats. 
[Arabidopsis thaliana] 



Seq. No, 




Contig ID 


246282 l.RlOll 


5 '-most EST 


xsy700212925.hl 


Method 


BLASTX 


NCBI GI 


g3513451 


BLAST score 


183 


E value 


8.0e-14 


Match length 


92 


% identity 


37 


NCBI Description 


(U78090) potassium channel 


Seq. No. 


288431 


Contxg ID 


246391 l.RlOll 


5 '-most EST 


pmx700084064.hl 


Seq. No. 


288432 


Contig ID 


246404_1 .RlOll 


5 '-most EST 


pmx700084083.hl 


Seq. No. 


288433 


Contig ID 


246411 l.RlOll 


5 '-most EST 


yyf700347935.hl 


Seq. No. 


288434 


Contig ID 


246670 l.RlOll 


5 '-most EST 


wen700333893.hl 


Method 


BLASTX 


NCBI GI 


g3928084 


BLAST score 


187 


E value 


7.0e-14 


Match length 


166 


% identity 


33 


NCBI Description 


(AC005770) retrotransposon- 




thaliana] 


Seq. No. 


288435 


Contig ID 


246694 l.RlOll 


5 '-most EST 


pmx700091359.hl 


Method 


BLASTX 


NCBI GI 


gll70659 


BLAST score 


156 


E value 


l.Oe-10 


Match length 


91 


% identity 


40 



NCBI Description 



KINESIN-LIKE PROTEIN KIF4 >gi_1083417_pir_A54803 
microtubule-associated motor KIF4 - mouse 
>gi_563773_dbj BAA02167 (D1264 6) KIF4 [Mus musculus] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



288436 

246696_1. RlOll 

nbm700467943.hl 

BLASTX 

g2760324 

274 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5,0e-24 

101 

45 

(AC002130) 



F1N21.9 [Arabidopsis thaliana] 



288437 

246705_1.R1011 

pmx700084466.hl 

BLASTX 

gll73284 

164 

2.0e-ll 

61 
59 

30S RIBOSOMAL PROTEIN S9 >gi_107527 9_pir F64123 ribosomal 

protein S9 (rpS9) homolog - Haemophilus influenzae (strain 
Rd KW20) >gi_1574282 {U32823) ribosomal protein S9 {rpS9) 
[Haemophilus influenzae Rd] 

288438 

246706_1.R1011 

pmx700084467.hl 

BLASTX 

g4585979 

412 

2.0e-40 

122 

70 

(AC005287) Similar to ABC-transporter atp-binding protein 
[Arabidopsis thaliana] 

288439 

246715_1.R1011 
pmx700084476.hl 

288440 

246720_1.R1011 

xsy700217467.hl 

BLASTX 

g4539452 

413 

2.0e-40 

115 

70 

(AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

288441 

246742_1.R1G11 

ymt700223954.hl 

BLASTX 

g4099482 

478 

7.0e-48 

174 

54 

{U87791) eRFS [Homo sapiens] 



40138 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 



288442 

246748_1.R1011 
pmx700084522.hl 

288443 

246753_1.R1011 
pmx700084527.hl 

288444 

246766__1.R1011 

pmx700090292.hl 

BLASTX 

g4432839 

395 

l.Oe-38 

102 

75 

(AC006283) unknown protein [Arabidopsis thaliana] 
288445 

246788_1.R1011 

nbm700473883.hl 

BLASTX 

g3033384 

322 

5.0e-30 

102 

67 

(AC004238) putative CTP synthase [Arabidopsis thaliana] 
288446 

246829_1.R1011 

xsy700207929.hl 

BLASTX 

g4455309 

354 

l.Oe-33 

130 

59 

(AL035528) hypothetical protein [Arabidopsis thaliana] 
288447 

246868_1,R1011 
nbm70Q467712.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



288448 

246875_1.R1011 
xsy700217216.hl 

288449 

246910_1.R1011 

rvt700552867.hl 

BLASTX 

g3292849 

238 

6.0e-20 
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Match length 

% identity 

NCBI, Description 



Seq. No- 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



66 
67 

(AJ007582) arginine methyltransf erase [Arabidopsis 
thaliana] 

288450 

246944_1.R1011 
gwl700616617.hl 

288451 

246968_1.R1011 
ceu700422539.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



288452 

246976_1.R1011 
gwl700614925.hl 

288453 

247021_1.R1011 
wen700336611.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



288454 

247066_1.R1011 
pmx700084940,hl 

288455 

247082_1.R1011 

pmx700084961,hl 

BLASTX 

g2244753 

427 

3,0e-42 

122 

62 

(Z97335) hypothetical protein [Arabidopsis thaliana] 
288456 

247127^1. RlOll 

vux700157447.hl 

BLASTX 

g728777 

294 

l.Oe-26 

104 

51 

ACTIVATOR 1 36 KD SUBUNIT (REPLICATION FACTOR C 36 KD 
SUBUNIT) (Al 36 KD SUBUNIT) (RF-C 36 KD SUBUNIT) (RFC36) 
>gi_1498257 (L07540) replication factor C, 36-kDa subunit 
[Homo sapiens] 

288457 

247130_1.R1011 

xsy700217221,hl 

BLASTX 

gl946356 

165 

5.0e-13 
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Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 



94 
49 

(U93215) hypothetical protein H1.2flk [Arabidopsis 
thaliana] >gi_2880041 {AC002340) hypothetical protein 
Hl-2flk [Arabidopsis thaliana] 

288458 

247176_1.R1011 
afb700380884.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



288459 

247183_1.R1011 
pmx700085090.hl 

288460 

247188_1.R1011 

gwl700612792.hl 

BLASTX 

g2462831 

159 

l.Oe-10 

78 

49 

(AF000657) hypothetical protein [Arabidopsis thaliana] 
288461 

247191_1.R1011 

pmx700085102.hl 

BLASTX 

g3242709 

247 

2.0e-21 

66 

68 

(AC00304 0) putative guanine nucleotide-binding protein 
[Arabidopsis thaliana] 

288462 

247225_1.R1011 
pmx700085157.hl 

288463 

247232_1.R1011 

pmx700085164.hl 

BLASTX 

g2558660 

227 

5.0e-19 

91 

45 

{AC002354) No definition line found [Arabidopsis thaliana] 
288464 

247316_1.R1011 
gwl700614964.hl 



Seq. No. 



288465 
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Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



247330_1,R1011 
pmx700085288.hl 

288466 

247363_1.R1011 

pmx700085327.hl 

BLASTX 

g3738306 

195 

5.0e-15 

114 

38 

{AC005309) unknown protein [Arabidopsis thaliana] 
288467 

247368_1.R1011 

wty700172568.hl 

BLASTN 

g3821780 

36 

l.Oe-10 

48 

67 

Xenopus laevis cDNA clone 27A6-1 
288468 

247371_1.R1011 
vux700157082.hl 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No- 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288469 

247425_1.R1011 
pmx700085401.hl 

288470 

247445_1.R1011 
pmx700085533.hl 

288471 

247448_1.R1011 
pmx700085426.hl 

288472 

247468__1.R1011 
pmx700085448.hl 

288473 

247493_1.R1011 

wty700163774.hl 

BLASTX 

g3059131 

217 

2.0e-17 

118 

39 

(AJ000478) cytochrome P450 [Helianthus tuberosus] 



Seq. No. 



288474 
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Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



247500_2.R1011 
pmx700085485.hl 

288475 

247536_1.R1011 
ceu700430757.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



288476 

247574_1.R1011 

pmx700085581.hl 

BLASTX 

g2832683 

330 

9.0e-31 

95 

58 

{AL021712) putative protein [Arabidopsis thaliana] 
288477 

247583_1.R1011 
wen700332395.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288478 

247594_1.R1011 
xmt700263874.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



288479 

247621_1.R1011 
gct701179967.hl 

288480 

247663_1.R1011 

wty700171172.hl 

BLASTX 

g3892057 

968 

l.Oe-105 

251 

52 

(AC002330) hypothetical protein [Arabidopsis thaliana] 
288481 

247693_1.R1011 
pmx700085725.hl 

288482 

247720_1.R1011 
xsy700210043.hl 

288483 

247824_1.R1011 

pmx700085888.hl 

BLASTX 

g3075398 

435 

4,0e-43 
128 



40143 



% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60 

(AC004484) unknown protein [Arabidopsis thaiiana] 



288484 

247839_1.R1011 

pmx700085909.hl 

BLASTX 

g2341042 

271 

5.0e-24 

68 
75 

(AC000104) F19P19. 



26 [Arabidopsis thaiiana] 



288485 

247840_1.R1011 

pmx7Q0085911.hl 

BLASTX 

g2961384 

170 

4.0e-12 

93 
34 

(AL022141) aldehyde dehydrogenase like protein [Arabidopsis 
thaiiana] 

288486 

247888_1.R1011 
pmx70Q085965.hl 

288487 

247967_1.R1011 
pmx700086069.hl 

288488 

247975_1.R1011 

zuv700353059.hl 

BLASTX 

g2245131 

277 

7.0e-25 

107 

56 

(Z97344) hypothetical protein [Arabidopsis thaiiana] 
288489 

247981_1.R1011 

tfd700571096.hl 

BLASTX 

gl946372 

284 

2.0e-25 

101 

58 

{U93215) yeast hypothetical protein YDB1__SCHP0 isolog 
[Arabidopsis thaiiana] 
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Seq. No. 


288490 


Contig ID 


248001 l.RlOll 


5 '-most EST 


pmxV 000 91554 . hi 


Method 


BLASTX 


NCBI GI 


g2854158 


BLAST score 


150 


E value 


8.0e-10 


Match length 


85 


% identity 


36 


NCBI Description 


(AF045641) No definition line found [Caenorhabditis 




elegans] 


Seq. No. 


288491 


Contig ID 


248199_1.R1011 


5 •-most EST 


uer700577906.hl 


Seq. No. 


288492 


Contig ID 


248213__1 .RlOll 


5 '-most EST 


pmx700086383 .hi 


Method 


BLASTX 


NCBI GI 


g3776031 


BLAST score 


610 


E value 


l.Oe-63 


Match length 


152 


% identity 


75 


NCBI Description 


(AJ010477) RNA helicase [Arabidopsis thaliana] 


Seq. No. 


288493 


Contig ID 


248219 l.RlOll 


5 '-most EST 


xmt700258009.hl 


Seq. No. 


288494 


Contig ID 


248263 l.RlOll 


5 '-most EST 


pmx700087110.hl 


Seq. No. 


288495 


Contig ID 


248265 l.RlOll 


5 '-most EST 


pmx700086453.hl 


Seq. No. 


288496 


Contig ID 


248268 l.RlOll 


5 '-most EST 


xsy700213927.hl 


Seq. No. 


288497 


Contig ID 


248284 l.RlOll 


5 '-most EST 


pmx700086478.hl 


Seq. No. 


288498 


Contig ID 


248292_1.R1011 


5 '-most EST 


pmx700088035.hl 


Method 


BLASTX 


NCBI GI 


g2352492 


BLAST score 


331 


E value 


7.0e-31 


Match length 


146 


% identity 


36 


NCBI Description 


{AF005047) transport inhibitor response 1 [Arabidops 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_2352494 (AF005048) transport inhibitor 
response 1 [Arabidopsis thaliana] 

288499 

248391_1,R1011 

pmx700086641.hl 

BLASTX 

g2765817 

199 

l.Oe-15 

99 

41 

(Z95352) AtMlo-hl [Arabidopsis thaliana] 
>gi_3892049_gb_AAC78258.1_AAC78258 {AC002330} AtMlo-hl 
[Arabidopsis thaliana] 



Seq, No. 


288500 


Contig ID 


248403 l.RlOll 


5 '-most EST 


ypc700802214.hl 


Seq. No. 


288501 


Contig ID 


248455 l.RlOll 


5 '-most EST 


pmx700086722.hl 


Seq. No. 


288502 


Contig ID 


248467 l.RlOll 


5 '-most EST 


pmx700086735.hl 


M*=^'l" hr>fi 


BLASTX 


NCBI GI 


g3892709 


BLAST score 


256 


E value 


5.0e-22 


MslT'h 1 pnnth 


108 


% identity 


50 


NCBI Description 


(AL033545) putative protein 


Seq. No. 


288503 


Contig ID 


248484 l.RlOll 


5 '-most EST 


pmx700086765.hl 


Method 


BLASTX 


NCBI GI 


g4107001 


BLAST score 


433 


E value 


5.0e-43 


Match length 


110 


% identity 


69 


NCBI Description 


(D82035) 0SK4 [Oryza sativa 


Seq. No. 


288504 


Contig ID 


248502 l.RlOll 


5 '-most EST 


pmx700086776.hl 


Seq. No. 


288505 


Contig ID 


248512 l.RlOll 


5 '-most EST 


pmx700086793.hl 


Seq. No. 


288506 


Contig ID 


248555 l.RlOll 


5 '-most EST 


pmx700086846.hl 
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Seq. No. 


288507 


Contig ID 


248566 l.RlOll 


5 ' -most EST 


pmx700086860 .hi 


Method 


BLASTX 


NCBI GI 


g3122765 


BLAST score 


401 


E value 


6.0e-39 


Match length 


169 


% identity 


54 


NCBI Description 


DNA-DIRECTED RNA POLYMERASE 




>gi_24 60208 (AF021351) RNA p 




[Homo sapiens] 


Seq. No. 


288508 


Contig ID 


248584 l.RlOll 


5 '-most EST 


pmx700086884 .hi 


Method 


BLASTX 


NCBI GI 


g3413712 


BLAST score 


157 


E value 


9. Oe-11 


Match length 


71 


% identity 


48 


NCBI Description 


(AC004747) hypothetical prot 


Seq. No. 


288509 


Contig ID 


248630 l.RlOll 


5 '-most EST 


pmx700086943.hl 


Seq. No. 


288510 


Contig ID 


248736_1.R1011 


5 '-most EST 


pmx700087084 ,hl 


Method 


BLASTX 


NCBI GI 


g2326372 


BLAST score 


667 


E value 


3.0e-70 


Match length 


157 


% identity 


77 


NCBI Description 


(Y14404) putative arabinose 


Seq. No. 


288511 


Contig ID 


248759 l.RlOll 


5 '-most EST 


ypc700805728.hl 


Seq. No. 


288512 


Contig ID 


248771 l.RlOll 


5 '-most EST 


pmx700087136.hl 


Seq. No. 


288513 


Contig ID 


248772_1.R1011 


5 '-most EST 


gwl700614927 .hi 


Seq. No, 


288514 


Contig ID 


248849 l.RlOll 


5 '-most EST 


pmx700087227.hl 


Method 


BLASTX 


NCBI GI 


g2245130 



(RPC155) 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



211 

l.Oe-16 

127 
42 

(Z97344) GLABRA2 homolog [Arabidopsis thaliana] 
288515 

248878_1.R1011 

pmx700087259.hl 

BLASTX 

g4468817 

426 

l.Oe-42 

110 

72 

(AL035601) putative protein [Arabidopsis thaliana] 
288516 

248915_1.R1011 

xsy700207627.hl 

BLASTX 

g4587597 

194 

7,0e-15 

49 

78 

(AC006951) putative MAP kinase phosphatase [Arabidopsis 
thaliana] 

288517 

248982_1.R1011 

pmx700087393.hl 

BLASTX 

g2827704 

172 

2.0e-12 

97 

34 

{AL021684) LRR-like protein [Arabidopsis thaliana] 
288518 

248990_1.R1011 
pmx700087408.hl 

288519 

249038_1.R1011 
nbm700472761.hl 



Seq. No, 
Contig ID 
5 '-most EST 



288520 

249043_1.R1011 
xmt700265552.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288521 

249108_1.R1011 
pmx700087563.hl 



Seq. No. 



288522 



40148 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



249119_1.R1011 

hbs701183609.hl 

BLASTX 

g4218120 

164 

3.0e-ll 

36 

83 

{AL035353) Proline-rich APG~like protein [Arabidopsis 
thaliana] 

288523 

249150_1.R1011 

pmx700087622.hl 

BLASTX 

g3176691 

621 

l.Oe-64 

182 

68 

(AC003671) Contains homology to serine/threonine protein 
kinase gb_X99618 from Mycobacterium tuberculosis. ESTs 
gb_F14403, gb_F14404, and gb__N96730 come from this gene. 
[Arabidopsis thaliana] 

288524 

249177_1.R1011 

pmx700087656.hl 

BLASTX 

g4455294 

305 

9.0e-28 

154 

40 

(AL035528) putative protein [Arabidopsis thaliana] 



288525 

249181_1.R1011 

pmx700087661.hl 

BLASTX 

g4262173 

349 

6.0e-33 

128 

59 

(AC005508) 3975 



[Arabidopsis thaliana] 



288526 

249205__1.R1011 
pmx700087703.hl 

288527 

249252_l.Ri011 

yyf700348032.hl 

BLASTX 

g3687230 

332 
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• 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-31 

108 
61 

{AC005169) hypothetical protein [Arabidopsis thaliana] 
288528 

249262_1.R1011 
pmx700087777.hl 

288529 

249274_1.R1011 
pmx700087790,hl 

288530 

249277_1.R1011 

nbm700474616.hl 

BLASTX 

g3004555 

141 

8.0e-09 

78 

33 

(AC003673) similar to salt inducible protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288531 

249296_1.R1011 
yyf700347895.hl 

288532 

249350_1.R1011 
pmx700087879.hl 

288533 

249354_1.R1011 
pmx700087883.hl 

288534 

249398_1.R1011 
pmx700087944.hl 

288535 

249418__1.R1011 
pmx700Q87969.hl 

288536 

249456_1.R1011 

nwy700447820.hl 

BLASTX 

g3169180 

645 

l.Oe-67 

159 

77 

(AC004401) putative casein kinase II catalytic subunit 
[Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ^- 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



288537 

249468_1.R1011 

pmx700088036.hl 

BLASTX 

g3212880 

246 

4.0e-21 

106 

48 

(AC004005) putative Mlo protein [Arabidopsis thaliana] 
288538 

249480_1.R1011 
xmt700266016.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288539 

249491_1.R1011 
hbs701182207.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



288540 

249518_1.R1011 
rvt700550236.hl 

288541 

249524_1.R1011 

pmx700091018.hl 

BLASTX 

g2498329 

400 

4.0e-39 

106 

75 

PATTERN FORMATION PROTEIN EMB30 >gi_2129665__pir S65571 

pattern-formation protein GNOM - Arabidopsis thaliana 
>gi_1209633 {U36433) GNOM gene product [Arabidopsis 
thaliana] >gi_1335997 (U56140) similar to the Saccharomyces 
cerevisiae Sec7 protein, GenBank Accession Number J03918 
[Arabidopsis thaliana] >gi_1335999 (U56141) similar to the 
Saccharomyces cerevisiae Sec7 protein, GenBank Accession 
Number J03918 [Arabidopsis thaliana] 

288542 

249526_1.R1011 

ceu700429669.hl 

BLASTX 

g4104457 

372 

8.0e-36 

74 

93 

(AF036172) 2-oxoglutarate/malate translocator [Zea mays] 
288543 

249537_1.R1011 
pmx700091526.hl 



Seq. No. 



288544 
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Contig ID 


249576 l.RlOll 


5 '-most EST 


pmx700088175.hl 


Method 


BLASTX 


NCBI GI 


gl653665 


BLAST score 


542 


E value 


1 . Oe-55 


Match length 


141 


% identity 


73 


NCBI Description 


(D90915) peptide chain release factor [Synechocystis sp.] 


Seq. No. 


288545 


Contig ID 


249591_1.R1011 


5 '-most EST 


wty700165823.hl 


Method 


BLASTX 


NCBI GI 


g3785976 


BLAST score 


233 


E value 


l.Oe-19 


Match length 


103 


% identity 


48 


NCBI Description 


(AC005560) Secl2p-like protein [Arabidopsis thaliana] 


Seq. No, 


288546 


Contig ID 


249596_1.R1011 


5 '-most EST 


pmx700088202 .hi 


Method 


BLASTX 


NCBI GI 


g3056725 


BLAST score 


205 


E value 


6.0e-23 


Match length 


112 


% identity 


54 


NCBI Description 


(AF034774) ent-kaurene synthase [Arabidopsis thaliana] 


Seq. No. 


288547 


Contig ID 


249630_1.R1011 


5 '-most EST 


xmt700265869-hl 


Method 


BLASTX 


NCBI GI 


g4558659 


BLAST score 


369 


E value 


3.0e-35 


Match length 


114 


% identity 


59 


NCBI Description 


(AC007063) unknown protein [Arabidopsis thaliana] 


Seq. No. 


288548 


Contig ID 


249643 l.RlOll 


5 '-most EST 


pmx700088259.hl 


Seq. No. 


288549 


Contig ID 


249656_1.R1011 


5 '-most EST 


xyt700344067.hl 


Method 


BLASTX 


NCBI GI 


g2792238 


BLAST score 


152 


E value 


4.0e-10 


Match length 


61 


% identity 


44 


NCBI Description 


(AF032697) NBS-LRR type resistance protein [Oryza sativa; 
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Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



288550 

249681_1.R1011 
pmx700088316.hl 

288551 

249681_2.R1011 
wty700168272.hl 

288552 

249701_1.R1011 
pmx700088341.hl 

288553 

249709_1.R1011 
xsy700214361.hl 

288554 

249720_1.R1011 
fdz701161314.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



288555 

249732__1.R1011 

nbm700466142.hl 

BLASTX 

g3063699 

322 

l.Oe-29 

133 

50 

(AL022537) putative protein [Arabidopsis thaliana] 
288556 

249785_1.R1011 
ypc700802639.hl 

288557 

249803_1.R1011 
nbm70Q477926.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



288558 

249843_1.R1011 
pmx700088531.hl 

288559 

249943_1.R1Q11 

rvt700549231.hl 

BLASTX 

g2829894 

309 

3.0e-28 

168 

42 

(AC002311) Unknown protein [Arabidopsis thaliana] 
288560 

249952 l.RlOll 



40153 



5 '-most EST 



nbm700469769.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288561 

249975_1.R1011 
xsy700211722.hl 

288562 

249976__1.R1011 
pmx700088692,hl 

288563 

249984_1,R1011 

pmx700088713.hl 

BLASTX 

g2864625 

346 

7.0e-33 

99 

71 

(AL021811) putative protein [Arabidopsis thaliana] 
288564 

250007_1.R1011 

pmx700088737.hl 

BLASTX 

gl477480 

646 

9.0e-68 

155 

41 

{U40341) carbamoyl phosphate synthetase large chain 
[Arabidopsis thaliana] 



Seq. No. 


288565 


Contig ID 


250030 l.RlOll 


5 '-most EST 


xyt700345713.hl 


Seq. No. 


288566 


Contig ID 


250198 l.RlOll 


5 '-most EST 


xyt700346246.hl 


Method 


BLASTX 


NCBI GI 


g4580990 


BLAST score 


206 


E value 


5.0e-16 


Match length 


184 


% identity 


31 


NCBI Description 


(AF120335) putat 


Seq. No. 


288567 


Contig ID 


250237 l.RlOll 


5 '-most EST 


pmx700089047.hl 


Method 


BLASTX 


NCBI GI 


gl762428 


BLAST score 


341 


E value 


3.0e-32 


Match length 


117 


% identity 


21 
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NCBI Description {U594 67) aromatic rich glycoprotein JP630 [Arabidopsis 
thaliana] 

Seq. No. 288568 

Contig ID 250254_1 .RlOll 

5'-most EST pmx700089067 .hi 

Seq. No. 288569 

Contig ID 250296_1 . RlOll 

5 '-most EST xyt700343001 ,hl 

Method BLASTX 

NCBI GI g3913525 

BLAST score 557 

E value l.Oe-57 

Match length 118 

% identity 92 

NCBI Description DNA POLYMERASE DELTA CATALYTIC CHAIN >gi_2895198 (AF020193) 





DNA polymerase delta [Glycine max] 


Ij C ^ . Vi\J a 


288570 


Contig ID 


250355 1. RlOll 


5 '-most EST 


wty700166686.hl 




288571 


Contig ID 


250386 1. RlOll 


5 '-most EST 


ymt700221928,hl 


Ot5y_ > LNO - 


Z. O O J / ^ 


Contig ID 


250395 1. RlOll 


5 '-most EST 


pmx700089244.hl 


O C 1^ . LTJ Vj* • 


288573 


Contig ID 


250419 1. RlOll 


5 '-most EST 


pmx700089271.hl 


Seq. No. 


288574 


Contig ID 


250526 1. RlOll 


5 '-most EST 


pmx700089406,hl 


Seq. No. 


288575 


Contig ID 


250566 1. RlOll 


5 '-most EST 


gwl700615310.hl 


Seq. No. 


288576 


Contig ID 


250629 1. RlOll 


5 '-most EST 


pmx700089527.hl 


Seq. No. 


288577 


Contig ID 


250634 1. RlOll 


5 '-most EST 


pmx700089532.hl 


Seq. No. 


288578 


Contig ID 


250644 1. RlOll 


5 '-most EST 


pmx700089543.hl 


Seq. No. 


288579 


Contig ID 


250679^1. RlOll 
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5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ypc700805579.hl 

BLASTX 

gl495251 

418 

2.0e-41 

99 

78 

(270314) heat-shock protein [Arabidopsis thaliana] 
288580 

250684_1.R1011 

piax700089595.hl 

BLASTX 

g4099605 

301 

l.Oe-27 

92 

62 

(U88836) translational activator GCNl [Homo sapiens] 
288581 

250691_1.R1011 

pmx700089608.hl 

BLASTX 

g3461822 

155 

2.0e-10 

115 

36 

(AC004138) hypothetical protein [Arabidopsis thaliana] 
288582 

250701_1,R1011 
xsy700208534.hl 

288583 

250749_1.R1011 

ypc700807341.hl 

BLASTX 

g2352084 

148 

3.0e-09 

92 

41 

(U96613) serine/threonine kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



288584 

250752_1.R1011 
pmx700089702.hl 

288585 

250759_1.R1011 

pmx700089709.hl 

BLASTX 

g3152620 

296 

l.Oe-26 
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Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162 
40 

{AC004482) 
thaliana] 



putative C2H2 zinc finger protein [Arabidopsis 



288586 

250815_1.R1011 
pmx700089775.hl 

288587 

250896_1.R1011 
pmx700089969.hl 

288588 

250941_1.R1011 
xsy700209884.hl 

288589 

250960_1.R1011 

pmx700090058.hl 

BLASTX 

g2827715 

366 

3. Oe-35 

88 

80 

(AL021684) receptor protein kinase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 


288590 


Contig ID 


251028 l.RlOll 


5 '-most EST 


pmx700090156.hl 


Seq. No. 


288591 


Contig ID 


251035 l.RlOll 


5 '-most EST 


pmx700090165.hl 


Method 


BLASTX 


NCBI GI 


g2245131 


BLAST score 


291 


E value 


l,0e-26 


Match length 


103 


% identity 


57 


NCBI Description 


{Z97344) hypothetical 


Seq. No. 


288592 


Contig ID 


251073 l.RlOll 


5 '-most EST 


pmx700090220.hl 


Method 


BLASTX 


NCBI GI 


g3122914 


BLAST score 


475 


E value 


5.0e-48 


Match length 


101 


% identity 


86 


NCBI Description 


VALYL-TRNA SYNTHETASE 



>gi_1890130 
thaliana] 



(089986) 



(VALINE—TRNA LIGASE) (VALRS) 
valyl tRNA synthetase [Arabidopsis 
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Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



288593 

251105_1.R1011 
pmx700090260.hl 

288594 

251130_1.R1011 
pmx700090287.hl 

288595 

251152_1.R1011 
nbm700474034.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288596 

251157_1.R1011 
wen700334169.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



288597 

251162_1.R1011 
wty700167980.hl 

288598 

251263_1.R1011 

pmx700090614.hl 

BLASTX 

g4559330 

143 

4.0e-09 

91 

38 

(AC007087) unknown protein [Arabidopsis thaliana] 
288599 

251289_1.R1011 
xmt700265371.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



288600 

251292_1.R1011 
pmx700090652,hl 

288601 

251335_1.R1011 
pmx700090706,hl 

288602 

251340_1.R1011 
pmx700090712.hl 

288603 

251421_1.R1011 
afb700380808.hl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



288604 

251440_1.R1011 

xsy700212291.hl 

BLASTX 

g3659909 

626 
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E value 


3. Oe-65 


Match length 


169 


% identity 


69 


NCBI Description 


(AF020715) histidyl-tRNA synthetase [Arabidopsis thaliana] 


Seq. No. 


288605 


Contig ID 


251444 l.RlOll 


5 '-most EST 


nbm700467169.hl • 


Seq. No. 


288606 


Contig ID 


251484 l.RlOll 


5 '-most EST 


pmx70009G890.hl 


Seq, No. 


288607 


Contig ID 


251513 l.RlOll 


5 '-most EST 


dhd700T97972.hl 


Seq. No. 


288608 


Contig ID 


251527 l.RlOll 


5 '-most EST 


xmt700259541.hl 


Seq. No. 


288609 


Contig ID 


251565 l.RlOll 


5 '-most EST 


pmx700091007.hl 


Seq, No. 


288610 


Contig ID 


251585 l.RlOll 


5 '-most EST 


pmx700091030.hl 


Method 


BLASTX 


NCBI GI 


g4506399 


BLAST score 


270 


E value 


l.Oe-28 


Match length 


114 


% identity 


54 


NCBI Description 


homolog of yeast Rael (Bharathi) mRNA-associated protein o 




41 kDa (Kraemer) >gi 3122666 sp P78406 RAIL HUMAN 




MRNA-ASSOCIATED PROTEIN MRNP41 (RAEl PROTEIN HOMOLOG) 




>gi_1903456 (U84720) mRNA export protein [Homo sapiens] 


Seq. No, 


288611 


Contig ID 


251701 l.RlOll 


5 '-most EST 


pmx700091173.hl 


Method 


BLASTX 


NCBI GI 


g4585871 


BLAST score 


333 


E value 


6,0e-37 


Match length 


96 


% identity 


79 


NCBI Description 


(AC005850) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


288612 


Contig ID 


251714 l.RlOll 


5 '-most EST 


yyf 700350677. hi 


Method 


BLASTX 


NCBI GI 


g2911056 


BLAST score 


158 


E value 


2.0e-10 
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Match length 


86 


% identity 


45 


NCBI Description 


(AL021961) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


288613 


Contig ID 


251715 l.RlOll 


5V-most EST 


xyt700346125.hl 


Seq. No, 


288614 


Contig ID 


251777 l.RlOll 


5 '-most EST 


ymt700223758.hl 


Seq. No. 


288615 


Contig ID 


251833 l.RlOll 


5 '-most EST 


uer700584244.hl 


Seq. No. 


288616 


Contig ID 


251861 l.RlOll 


5 '-most EST 


pmx700091421.hl 


Method 


BLASTX 


NCBI GI 


g3402697 


BLAST score 


299 


E value 


4.0e-27 


Match length 


96 


% identity 


58 


NCBI Description 


{AC004261) putative phosphatidylinositol-4-phosphate 




5-kinase [Arabidopsis thaliana] 


Seq. No. 


288617 


Contig ID 


251876 l.RlOll 


5 '-most EST 


pmx700091436.hl 


Seq. No. 


288618 


Contig ID 


251888 l.RlOll 


5 '-most EST 


pmx700091451.hl 


Seq. No. 


288619 


Contig ID 


251890 l.RlOll 


5 '-most EST 


pmx700091453.hl 


Method 


BLASTX 


NCBI GI 


g2244939 


BLAST score 


153 


E value 


l.Oe-17 


Match length 


94 


% identity 


54 


NCBI Description 


{Z97339) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


288620 


Contig ID 


251894 l.RlOll 


5 '-most EST 


pmx700091458.hl 


Method 


BLASTX 


NCBI GI 


g2145358 


BLAST score 


309 


E value 


l.Oe-28 


Match length 


101 


% identity 


59 


NCBI Description 


(Y10922) HD-Zip protein [Arabidopsis thaliana] 
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Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288621 

251917__1.R1011 
pmx700091485.hl 

288622 

251939_1.R1011 

pmx700091514.hl 

BLASTX 

g4544402 

466 

l.Oe-46 

134 
65 

(AC007047) putative leucine rich repeat protein 
[Arabidopsis thaliana] 



Seq. No. 


288623 


Contig ID 


252040 l.RlOll 


5 '-most EST 


pmx700091638.hl 


Seq. No. 


288624 


Contig ID 


252073 l.RlOll 


5 '-most EST 


nbm700472501.hl 


Method 


BLASTX 


NCBI GI 


g4455203 


BLAST score 


186 


E value 


3.0e-14 


Match length 


205 


% identity 


30 


NCBI Description 


(AL035440) putative protein 


Seq, No. 


288625 


Contig ID 


252134 l.RlOll 


5 '-most EST 


pmx700091751.hl 


Method 


BLASTX 


NCBI GI 


g2501011 


BLAST score 


361 


E value 


l.Oe-34 


Match length 


93 


% identity 


68 


NCBI Description 


ISOLEUCYL-TRNA SYNTHETASE ( 



(ILERS) 



>gi_1652625_dbj_BAA17545_ {D90907) isoleucyl-tRNA 
synthetase [Synechocystis sp.] 

Seq, No. 288626 

Contig ID 252152_1 . RlOll 

5'-most EST mwy700441362 . hi 

Seq. No. 288627 

Contig ID 252152_2 . RlOll 

5 '-most EST pmx700091777 . hi 

Seq. No. 288628 

Contig ID 252216_1 . RlOll 

5'-most EST pmx700091861 . hi 



40161 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288629 

252222_1.R1011 
pmx700091868.hl 

288630 

252241_1.R1011 
pmx700091888.hl 

288631 

252278^1. RlOll 
pmx700091942.hl 

288632 

252344_1.R1011 
vmj700053750.rl 

288633 

252381_1.R1011 

vmj700053794.rl 

BLASTX 

g3482917 

495 

3.0e-50 

119 

73 

(AC003970) Similar to Glucose-6-phosphate dehydrogenases, 
gi_2276344, gi_2829880, gi_2352919 and others. [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



288634 

252391_1.R1011 
vmj700053809.rl 

288635 

252394__1.R1011 
xsy700212859.hl 

288636 

252403_1.R1011 

ymt700218516.hl 

BLASTX 

gl708972 

245 

6.0e-21 

79 

51 

(R)-MANDELONITRILE LYASE ISOFORM 3 PRECURSOR 
(HYDROXYNITRILE LYASE 3) ( (R) -OXYNITRILASE 3) >gi_1262279 
{U51562) (R) - (+) -mandelonitrile lyase isoform MDL3 
precursor [Prunus~ serotina] >gi_2343181 (AF013161) 
(R) -{ + ) -mandelonitrile lyase isoform MDL3 precursor 
[Prunus serotina] 

288637 

252423_1.R1011 
ceu700428740.hl 



40162 



Seq. No. 
Contig ID 
5 '-most EST 



288638 

252477_1.R1011 
ceu700424082.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



288639 

252493_1.R1011 
ymt700222295.hl 

288640 

252500_1.R1011 
ymt700218640.hl 

288641 

252532_2.R1011 

rvt700548946.hl 

BLASTX 

g2773249 

155 

2.0e-10 

62 
44 

(AF039707) glutamate carboxypeptidase II [Rattus 
norvegicus] 

288642 

252533_1.R1011 
ymt700218683.hl 

288643 

252590_1.R1011 
ymt700218758.hl 

288644 

252595^1. RlOll 

rvt700552987.hl 

BLASTX 

gll36434 

345 

9.0e-33 

89 

63 

(08 000 9) KIAA0187 [Homo sapiens] 
288645 

252600__1.R1011 
xyt700343368.hl 

288646 

252614_1.R1011 
rvt700549825.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



288647 

252630_1.R1011 
wty700172224.hl 

288648 

252635 l.RlOll 
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5 '-most EST 



ymt700218816.hl 



Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288649 

252775_1.R1011 

ymt700218987.hl 

BLASTX 

g3096930 

151 

5.0e-10 

104 

37 

{AL023094) Homeodomain - like protein [Arabidopsis 
thaliana] 



Seq, No, 
Contig ID 
5 '-most EST 



288650 

252806_1.R1011 
ymt700219029.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288651 

252836_1.R1011 

ymt700219063.hl 

BLASTX 

g3337350 

473 

6.0e-50 

139 

72 

{AC004481) putative permease 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



288652 

252842_1.R1011 
wty700170544,hl 



Seq. No. 

Contig ID 
5 '-most EST 



288653 

252847_1.R1011 
nbm700465756.hl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288654 

252889_1.R1011 

ymt700219132.hl 

BLASTX 

g3451075 

227 

4.0e-19 

79 

58 

(AL031326) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



288655 

252935_1.R1011 

xmt700265656.hl 

BLASTX 

gl931649 

220 

6,0e-18 

73 

62 



40164 



NCBI Description {U95973) DNA helicase isolog [Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288656 

252977_1.R1011 

rvt700549951.hl 

BLASTX 

g2244763 

446 

2.0e-44 

116 

68 

{Z97335) A6 anther-specific protein [Arabidopsis thaliana] 



Seq . No . 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288657 

252978_1.R1011 

ymt700219242.hl 

BLASTX 

g3859114 

486 

4.0e-49 

118 

78 

(AF031608) MS5-like protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



288658 

253154_1.R1011 
ymt700219466.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288659 

253218_1.R1011 
ymt700219550.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288660 

253225_1.R1011 
ceu700422648.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288661 

253279__1.R1011 
rvt700549329.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288662 

253300__1.R1011 

ymt700219646.hl 

BLASTX 

g4371279 

175 

8.0e-13 

102 

36 

(AC006260) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



288663 

253328_1.R1011 
hvj700624622.hl 



Seq. No. 
Contig ID 



288664 

253359 l.RlOll 
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5 '-most EST 



ymt700219721.hl 



Seq. No . 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288665 

253392_1.R1011 

ymt700219761.hl 

BLASTX 

g2088644 

385 

3.0e-37 

123 

56 

(AF002109) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288666 

253403_1.R1011 

xdb700338655.hl 

BLASTX 

g4204304 

252 

l.Oe-21 

110 

49 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



288667 

253417__1.R1011 
xmt700264224.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288668 

253432_1.R1011 
ymt700219811.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288669 

253598_1.R1011 
xsy700208945.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288670 

253657_1.R1011 
xmt700260342.h2 



Seq. No. 

Contig ID 
5 '-most EST 



288671 

253658_1.R1011 
hvj700621332.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288672 

253731_1.R1011 
rvt700550817.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



288673 

253762_1.R1011 

nbm700475955.hl 

BLASTX 

g2492681 

184 

4.0e-22 
153 
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% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



39 

PROBABLE COATOMER BETA SUBUNIT (BETA-COAT PROTEIN) 
(BETA-COP) >gi_1432173 (U62960) CopB [Dictyosteliuni 
discoideum] 

288674 

253823_1.R1011 

ymt700220295.hl 

BLASTX 

g477094 

203 

6.0e-16 

75 
60 

STEll protein kinase homolog NPKl - common tobacco 
288675 

253827_1.R1011 

ymt700220304.hl 

BLASTX 

gl707017 

393 

2.0e-38 

87 

87 

(U78721) RNA helicase isolog [Arabidopsis thaliana] 
288676 

253844_1.R1011 
ymt70022Q322.hl 

288677 

253916_1.R1011 
ymt700220409.hl 

288678 

253940_1.R1011 

ymt700220439.hl 

BLASTX 

g4006825 

192 

l.Oe-14 

82 
44 

(AC005970) G9a-like protein [Arabidopsis thaliana] 
288679 

253959_1.R1011 
ymt700220460.hl 

288680 

254017_1.R1011 
ymt700221302.hl 

288681 

254052_1.R1011 
bdu700382769.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

gl076725 

155 

2.0e-10 

79 
56 

NADPH dehydrogenase (EC 
>gi__6 8347 6_emb_CAA5 92 2 8_ 
[Hordeum vulgar e] 

288682 

254054_1.R1011 
xint700266682.hl 



1.6.99.1) - barley 
(X84 738) NADPH dehydrogenase 



Seq, No. 

Contig ID 
5 '-most EST 



288683 

254065_1.R1011 
ceu700426203.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



288684 

254219_1.R1011 
ymt700220779.hl 

288685 

254358_1.R1011 

ymt700220960.hl 

BLASTX 

g2244749 

554 

5.0e-57 

147 

67 

(Z97335) hydroxymethyltransf erase 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



288686 

254364_1.R1011 

ymt700220969-hl 

BLASTX 

g2997589 

516 

9.0e-53 

109 

90 

(AF020813) glucose- 6-phosphate/phosphate-translocator 
precursor [Zea mays] 

288687 

254423_1.R1011 
ymt700221044.hl 

288688 

254520__1.R1011 
yyf700349616.hl 

288689 

254609_1.R1011 

ymt700223805.hl 

BLASTX 
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NCBI GI 


g4153873 


BLAST score 


163 


E value 


2.0e-ll 


Match length 


77 


% identity 


45 


NCBI Description 


{AC004918) similar to weel-like protein kinase; 




P30291 (PID:gl351419) [Homo sapiens] 


Seq. No. 


288690 


Contig ID 


254704_1.R1011 


5 '-most EST 


ymt700221409.hl 


Method 


BLASTX 


NCBI GI 


gl091678 


BLAST score 


355 


E value 


8.0e-34 


Match length 


123 


% identity 


59 


NCBI Description 


activator-like transposable element [Pennisetum 


Seq. No. 


288691 


Contig ID 


254710 l.RlOll 


5 '-most EST 


ymt700221416.hl 


Seq. No. 


288692 


Contig ID 


254736 l.RlOll 


5 '-most EST 


ymt700221449.hl 


Seq. No. 


288693 


Contig ID 


254829 l.RlOll 


5 '-most EST 


ymt700221568,h2 


Method 


BLASTX 


NCBI GI 


g2737882 


BLAST score 


384 


E value 


3.0e-37 


Match length 


105 


% identity 


67 


NCBI Description 


(U46014) polyphenol oxidase [Sacchariom sp,] 


Seq. No. 


288694 


Contig ID 


254837 l.RlOll 


5 '-most EST 


xmt700266336.hl 


Seq. No. 


288695 


Contig ID 


254851 l.RlOll 


5 '-most EST 


hbs701185111.hl 


Method 


BLASTX 


NCBI GI 


g4006861 


BLAST score 


450 


E value 


8.0e-45 


Match length 


137 


% identity 


64 


NCBI Description 


(Z99707) tubulin-like protein [Arabidopsis thai 


Seq. No. 


288696 


Contig ID 


254885 l.RlOll 


5 '-most EST 


nbm700476983,hl 
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Seq. No. 


288697 


Contig ID 


254908_1.R1011 


5 '-most EST 


ymt700221684 .hi 


Seq. No, 


288698 


Contig ID 


254931_1.R1011 


5 '-most EST 


ymt 70022 17 19. hi 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


241 


E value 


1. Oe-133 


Match length 


257 


% identity 


98 


NCBI Description 


Zea mays 22-kDa alpha zein gene cluster. 


Seq. No. 


288699 


Contig ID 


254964 l.RlOll 


5 '-most EST 


rvt700549823.hl 


Seq. No. 


288700 


Contig ID 


255062_1.R1011 


5 '-most EST 


xyt700347004 .hi 


Seq. No. 


288701 


Contig ID 


255073 l.RlOll 


5 '-most EST 


nbm700466155.hl 


Method 


BLASTX 


NCBI GI 


gl552169 


BLAST score 


478 


E value 


8.0e-48 


Match length 


234 


% identity 


42 


NCBI Description 


(D42138) PIG-B [Homo sapiens] 


Seq. No. 


288702 


Contig ID 


255099 l.RlOll 


5 '-most EST 


xmt700265848.hl 


Seq. No. 


288703 


Contig ID 


255110 l.RlOll 


5 '-most EST 


xmt700258744.hl 


Seq. No. 


288704 


Contig ID 


255119__1.R1011 


5^ -most EST 


xsy700211981.hl 


Method 


BLASTX 


NCBI GI 


g3522937 


BLAST score 


309 


E value 


l.Oe-28 


Match length 


69 


% identity 


72 


NCBI Description 


(AC004411) unknown protein [Arabidopsis 


Seq. No. 


288705 


Contig ID 


255152 l.RlOll 


5 '-most EST 


ymt700222035.hl 


Method 


BLASTX 



40170 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



g399213 
241 

l.Oe-20 

88 

60 

ATP-DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA HOMOLOG 

CD4B PRECURSOR >gi_100190_pir B35905 CD4B protein - tomato 

>gi_170435 {M32604) ATP-dependent protease (CD4B) 
[Lycopersicon esculentum] 

288706 

255184__1.R1011 

xsy700210568.hl 

BLASTX 

g417488 

631 

5,0e-66 

133 

87 

ALPHA-GLUCAN PHOSPHORYLASE, H ISOZYME (STARCH PHOSPHORYLASE 

H) >gi_100452_pir A40995 starch phosphorylase (EC 2.4.1.1) 

H - potato >gi_169473 (M69038) alpha-glucan phosphorylase 
type H isozyme [Solanum tube^^sum] 

288707 

255310_1.R1011 

ymt700222228.hl 

BLASTX 

g4539334 

146 

2.0e-09 

40 

62 

(AL035539) putative protein [Arabidopsis thaliana] 
288708 

255354_2.R1011 
rvt700553157.hl 

288709 

255393__1.R1011 

vux700157806.hl 

BLASTX 

g400983 

476 

6.0e-48 

107 
81 

SOS RIBOSOMAL PROTEIN Lll, CHLOROPLAST PRECURSOR (CLll) 

>gi_279648_pir R5SP11 ribosomal protein Lll precursor - 

spinach >gi_21313_emb_CAA39950_ (X56615) ribosomal protein 
Lll [Spinacia oleracea] 

288710 

255525_1.R1011 
ymt700222560.hl 



40171 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288711 

255543_1.R1011 

ceu700421913.hl 

BLASTX 

gl652057 

140 

9.0e-09 

65 

45 

{D90902) hypothetical protein [Synechocystis sp.] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288712 

255559_1.R1011 

hbs701184517.hl 

BLASTX 

g4522009 

226 

6.0e-38 

145 

51 

(AC007069) unknown protein [Arabidopsis thaliana] 



Seq. No, 
Contig ID 
5 '-most EST 



288713 

255607_1.R1011 
ymt700222669.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288714 

255648_1.R1011 
xmt700258737.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288715 

255657_1.R1011 

rvt700553159.hl 

BLASTX 

gl369852 

313 

9.0e-29 

148 

48 

(L46702) kinesin heavy chain-like protein [Solanum 
tuberosum] 



Seq. No. 
Contig ID 
5 '-most EST 



288716 

255701_1.R1011 
ymt700222819.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288717 

255781_1.R1011 
vux700157453.hl 
BLASTX 
gl924972 . 
538 

4.0e-55 

139 
76 

(U5204 8) polyribonucleotide phophorylase [Spinacia 
oleracea] 



40172 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288718 

255818_1.R1011 

Ymt700222968.hl 

BLASTX 

g586761 

177 

7.0e-13 

110 

37 

HYPOTHETICAL 83.1 KD PROTEIN IN COB-ATPA INTERGENIC REGION 

(ORF 732) >gi_282783_pir S25995 hypothetical protein 732 - 

liverwort (Marchantia polymorpha) mitochondrion >gi_786228 
(M68929) ORF732 [Marchantia polymorpha] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288719 

255875_1.R1011 

ymt700223050.hl 

BLASTX 

gl653089 

242 

2.0e-20 

103 

50 

(D90911) hypothetical protein [Synechocystis sp.] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288720 

255914_1.R1011 

wuj700282006.hl 

BLASTX 

gll70619 

470 

4.0e-47 

150 

63 

KINESIN-LIKE PROTEIN A >gi_479594_pir S34830 

kinesin-related protein katA - Arabidopsis thaliana 
>gi_303502_dbj_BAA01972_ (D11371) kinesin-like motor 
protein heavy chain [Arabidopsis thaliana] 
>gi_2911084_emb_CAA17546.1_ (AL021960) kinesin-related 
protein katA [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288721 

255932_1,R1011 

xmt700264329.hl 

BLASTX 

gl362615 

269 

6.0e-24 

91 

57 

iswi protein - fruit fly (Drosophila melanogaster ) 
>gi_439197 (L27127) ISWI protein [Drosophila melanogaster] 



Seq. No. 

Contig ID 
5 '-most EST 



288722 

255941_1.R1011 
ymt700223126.hl 



40173 



• 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288723 

255954__1.R1011 

ymt700223140.hl 

BLASTX 

g3152613 

218 

9.0e-18 

105 

45 

(AC004482) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



288724 

255958_1.R1011 
nbm700470979.hl 



Seq. No. 

Contig ID 
5 '-most EST 



288725 

255992_1.R1011 
ymt700223187.hl 



Seq. No. 

Contig ID 
5 '-most EST 



288726 

256076_1.R1011 
wty700165882.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288727 

256132_1.R1011 

nbm70047 627 6.hl 

BLASTX 

g2981463 

269 

7.0e-24 

97 

51 

{AF052663) gamma-tubulin interacting protein [Xenopus 
laevis] 



Seq. No. 
Contig ID 
5 '-most EST 



288728 

256169_1.R1011 
gwl700612850.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288729 

256182_1.R1011 

xyt700345584.hl 

BLASTX 

g3123908 

406 

8.0e-40 

118 

65 

(AF038392) pre-mRNA splicing factor 



[Homo sapiens] 



Seq. No. 

Contig ID 
5 '-most EST 



288730 

256238_1.R1011 
ymt700223563.hl 



Seq. No. 
Contig ID 



288731 

256324 2.R1011 



40174 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



rvt7005519i7.hl 

BLASTX 

g3676069 

359 

2.0e-34 

83 

82 

{Y17899) ERG protein 



[Antirrhiniam ma jus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288732 

256382_1.R1011 

ymt700223682.hl 

BLASTX 

g4585979 

168 

6.0e-15 

86 
58 

(AC005287) Similar to ABC-transporter atp-binding protein 
[Arabidopsis thaliana] 



Seq. No. 288733 

Contig ID 256389__1 . RlOll 

5 '-most EST ymt700223691 .hi 

Seq. No. 288734 

Contig ID 256477_1 . RlOll 

5 '-most EST uer700580522 .hi 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



288735 

256482_1. RlOll 
xyt700342443.hl 

288736 

256515_1. RlOll 
ymt700223849.hl 

288737 

256565_1. RlOll 
ymt700224424.hl 

288738 

256582_1. RlOll 
ymt700223926.hl 

288739 

256619_1. RlOll 
nbm700465028.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



288740 

256633_1. RlOll 

nbm700476258.hl 

BLASTX 

g4455323 

168 

5.0e-12 
95 



40175 



% identity 

NCBI Description 



38 

{AL035525) 
thaliana] 



aminopeptidase-like protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



288741 

256651_1.R1011 

ymt700224013,hl 

BLASTX 

g2500542 

221 

5.0e-18 

103 
39 

PUTATIVE ATP-DEPENDENT RNA HELICASE YMR128W 

>gi__1078577_pir S53058 probable membrane protein YMRl28w 

yeast (Saccharomyces cerevisiae) >gi_728667_emb__CAA88553_ 
(Z48622) unknown [Saccharomyces cerevisiae] 

288742 

256661_1.R1011 
ymt700224026.hl 

288743 

256674_1.R1011 
ymt700224041.hl 

288744 

256677_1.R1011 

ymt700224044.hl 

BLASTX 

gll69128 

199 

l,0e-23 

62 

88 

SERINE/THREONINE-PROTEIN KINASE CTRl >gi_166680 (L08789) 
protein kinase [Arabidopsis thaliana] >gi_166682 (L08790) 
protein kinase [Arabidopsis thaliana] 

288745 

256737_1.R1011 
ymt700224117.hl 

288746 

256755_1.R1011 
xsy700207385.hl 

288747 

256824_1.R1011 
hbs701181145.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 



288748 

256854_1.R1011 
xyt700344062.hl 

288749 

257095 l.RlOll 



40176 



5 '-most EST 


j_ n n A O O /I C T T "U T 

ymt700224577 . nl 


Method 


BLASTX 


NCBI GI 


g2821957 


BLAST score 


374 


E value 


3 . Oe-36 


Match length 


95 


% identity 


71 


NCBI Description 


(AB006691) spermidine 


Seq* No. 


288750 


Contig ID 


257109 l.RlOll 


5 '-most EST 


ymt700224601.hl 


Seq. No. 


288751 


Contig ID 


257240 l.RlOll 


5 '-most EST 


ymt /0U2z4 loo. nl 


Method 


BLASTX 


NCBI GI 


gll /^DoJ 


BLAST score 


184 


E value 


8.0e-14 


Match length 


55 


% identity 


62 


NCBI Description 


PROLIFERA PROTEIN >gi 



2 [Hyoscyamus niger] 



5491 (L39954) contains MCM2/3/5 
family signature; PROSITE; PS00847; disruption leads to 
early lethal phenotype; similar to MCM2/3/5 family, most 
similar to YBR14 41 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



288752 

257270_1.R1011 
ymt700224826.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288753 

257296_1.R1011 
xtj700378222.hl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288754 

257353_1.R1011 

xyt700345347.hl 

BLASTX 

g3650033 

146 

3.0e-09 

69 

41 

{AC005396) unknown protein [Arabidopsis thaliana] 



Seq- No. 
Contig ID 
5 '-most EST 



288755 

257383_1.R1011 
ceu700427125.hl 



Seq. No. 

Contig ID 
5 '-most EST 



288756 

257400_1.R1011 
fdz701161128.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288757 

257479_1.R1011 
vux700156403.hl 



40177 



# 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



288758 

257482_1.R1011 
vux700156407.hl 

288759 

257488_1.R1011 

vux700156870.hl 

BLASTX 

gl02280 

308 

2.0e-28 

76 

16 

ubiquitin 19 - slime mold (Dictyostelium discoideum) 
288760 

257495_1.R1011 
gct701173468.h2 

288761 

257526_1.R1011 
vux700156469.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288762 

257548_1.R1011 
vux700159435.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288763 

257551_1.R1011 

vux700156517.hl 

BLASTN 

g924952 

77 

2.0e-35 

217 

88 

Triticum aestivum beta 1, 3-glucanase 
cds 



(Glcl) mRNA, complete 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



288764 

257598__1.R1011 
gct701176493.hl 

288765 

257610_1.R1011 
vux700156621.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



288766 

257700_1.R1011 

vux700156762.hl 

BLASTX 

g2464865 

290 

2.0e-26 

80 

65 



40178 



NCBI Description 


(Z99707) pectinesterase like protein [Arabidopsis thaliana] 


Seq. No. 


288767 


Contig ID 


257704 l.RlOll 


5 '-most EST 


vux700T61346.hl 


Seq. No. 


288768 


Contig ID 


257820 l.RlOll 


5 '-most EST 


vux700159716.hl < 


Seq. No. 


288769 


Contig ID 


257840 l.RlOll 


5 '-most EST 


pwr 7 00^512 70. hi 


Seq. No. 


288770 


Contig ID 


257936 l.RlOll 


5 '-most EST 


xsy700213336.hl 


Seq. No. 


288771 


Contig ID 


257963 l.RlOll 


5 '-most EST 


vux700158688.hl 


Seq. No. 


288772 


Contig ID 


257996 l.RlOll 


5 '-most EST 


vux700157182.hl 


Method 


BLASTX 


NCBI GI 


g4204304 


BLAST score 


210 


E value 


l.Oe-16 


Match length 


117 


% identity 


39 


NCRT Dp *?PTi nt 1 on 


fAC003027^ Icl nrt <^^a No definition line found 




[Arabidopsis thaliana] 


Seq. No. 


288773 


Contig ID 


257997 l.RlOll 


5 '-most EST 


vux700157183.hl 


Seq. No. 


288774 


Contig ID 


258028 l.RlOll 


5 '-most EST 


fdz701161486.hl 


Method 


BLASTX 


NCBI GI 


g3522938 


BLAST score 


276 


E value 


3.0e-24 


Match length 


160 


% identity 


42 


NCBI Description 


(AC004411) unknown protein [Arabidopsis thaliana] 


Seq. No. 


288775 


Contig ID 


258030 l.RlOll 


5 '-most EST 


gct701168774.hl 


Method 


BLASTX 


NCBI GI 


g2146739 


BLAST score 


294 


E value 


2.0e-26 


Match length 


122 



40179 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



48 

hexokinase (EC 2.7.1.1) 1 - Arabidopsis thaliana >gi_881521 
(U28214) hexokinase 1 [Arabidopsis thaliana] 

288776 

258067_1.R1011 

wty700168187.hl 

BLASTX 

g4490708 

410 

6.0e-40 

119 

73 

(AL035680) putative protein [Arabidopsis thaliana] 
288777 

258070__1.R1011 
gct701179125.hl 

288778 

258073_1.R1011 

vux700157288.hl 

BLASTX 

g3080415 

327 

2.0e-30 

135 

51 

(AL022 604) cysteine proteinase-like protein [Arabidopsis 
thaliana] 

288779 

258088_1.R1011 
vux700157319.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288780 

258092_1.R1011 
vux700157324.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288781 

258117_1.R1011 
vux700157356.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288782 

258147_1.R1011 
vux700157405.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288783 

258205_1.R1011 
fdz701166120.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



288784 

258214_1.R1011 

rvt700551489.hl 

BLASTX 

g2135057 

194 



40180 



E value 
Match length 
% identity 
NCBI Description 



8.0e-15 

147 
35 

EBl - human >gi_998357 (U24166) EBl [Homo sapiens] 



Seq. No. 

Contig ID 
5* -most EST 



288785 

258231_1.R1011 
vux700160966.hl 



Seq. No. 

Contig ID 
5 '-most EST 



288786 

258255_1.R1011 
mwy700440875.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288787 

258304_1.R1011 
vux700157653.hl 



Seq. No. 
Contig ID 
5* -most EST 



288788 

258330_1.R1011 
vux700161866.hl 



Seq. No. 

Contig ID 
5 '-most EST 



288789; 

258354_1.R1011 
uer700578878.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288790 

258420_1.R1011 
tfd700571921.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288791 

258429_1.R1011 
vux700157842.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288792 

258444_1.R1011 
tfd700569451.h2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288793 

258470_1.R1011 

vfk700404767.hl 

BLASTX 

g4324470 

182 

l.Oe-13 

93 
45 

{AF105010) LAGlCe- 



■1 [Caenorhabditis elegans] 



Seq. No. 
Contig ID 
5 '-most EST 



288794 

258532_1.R1011 
sem700930287.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



288795 

258552__1.R1011 
sem700930295.hl 
BLASTX 
g2494223 



40181 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



163 

2.0e-ll 

53 

55 

DYNEIN LIGHT CHAIN 1, CYTOPLASMIC >gi_1209059 (U32855) 
cytoplasmic dynein light chain 1 [Drosophila melanogaster] 
>gi_4097197 {U48846) 8kd dynein light chain [Drosophila 
melanogaster] >gi_4097201 (U48848) 8kd dynein light chain 
[Drosophila melanogaster] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288796 

258575_1.R1011 

nbm700465002.hl 

BLASTX 

gll67953 

146 

2.0e-09 

82 

37 

{U43496) putative 
[Hordeum vulgar e] 
[Hordeum vulgare] 



32.6 kDa j asmonate-induced protein 
>gi_2465426 (AF021256) 32 kDa protein 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 



288797 

258600_1.R1011 

vux700158075.hl 

BLASTX 

g3914006 

383 

3.0e-37 

79 

99 

MITOCHONDRIAL LON PROTEASE 
(U85495) L0N2 [Zea mays] 



288798 

258635_1.R1011 

uer700582970.hl 

BLASTX 

g3024871 

259 

2.0e-22 

117 

46 

HYPOTHETICAL 77. 
>gi_1001579_dbj_ 
sp.] 



HOMOLOG 2 PRECURSOR >gi 1816588 



3 KD PROTEIN SLL0005 

BAA10206_ (D64000} ABCl-like [Synechocystis 



288799 

258738_1.R1011 
fdz701158559,hl 



Seq. No. 
Contig ID 
5 '-most EST 



288800 

258753_1.R1011 
vux700158294.hl 



Seq. No. 



288801 



40182 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



258766_1.R1011 

gct701170941.hl 

BLASTX 

g4567310 

217 

7.0e-18 

55 

80 

(AC005956) unknovm protein [Arabidopsis thaliana] 
288802 

258835_1.R1011 
wty700170415.hl 

288803 

258936_1.R1011 

wty700169601.hl 

BLASTX 

g3123155 

184 

l.Oe-13 

143 

29 

HYPOTHETICAL 49.0 KD TRP-ASP REPEATS CONTAINING PROTEIN 
F55F8.5 IN CHROMOSOME I >gi_1707049 (U80447) similar to the 
beta transducin family [Caenorhabditis elegans] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



288804 

258995_1.R1011 
hvj700622327.hl 

288805 

259009_1.R1011 
ceu700429203.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288806 

259023_1.R1011 

vux700158689.hl 

BLASTX 

g730431 

224 

l.Oe-18 

94 

46 

PERIODIC TRYPTOPHAN PROTEIN 2 >gi_626864_pir S44226 PWP2 

protein - yeast (Saccharomyces cerevisiae) 
>gi_475231_emb_CAA55558_ (X78964) periodic tryptophan 
protein 2 [Saccharomyces cerevisiae] 
>gi__1907198_emb_CAA42286__ (X59720) YCR057c, len:923 
[Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



288807 

259143_1.R1011 

vux700159001.hl 

BLASTX 

g4249662 

501 



40183 



E value 
Match length 
% identity 
NCBI Description 



9.0e-51 

150 

63 

(AF089810] 
thaliana] 



Altered Response to Gravity [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 



288808 

259144__1.R1011 
ceu700423858.hl 



Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288809 

259238_1.R1011 

vux700159151.hl 

BLASTN 

g433043 

42 

2.0e-14 

62 

94 

Zea mays W-22 clone 
sequence 



288810 

259254_1.R1011 

vux700159175.hl 

BLASTX 

g2213632 

394 

2,0e-38 

105 

63 

(AC000103) F21J9. 



PREM-IE retroelement PREM-1, partial 



24 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



288811 

259272_1.R1011 

rvl700456781.hl 

BLASTX 

g3157933 

146 

4.0e-09 

130 
28 

{AC002131) Contains similarity to box helicases gb_U29097 
from C. elegans and to the ENBPl gene product gb_X95995 
from Vicia sativa. [Arabidopsis thaliana] 

288812 

259324_1,R1011 
vux700160427.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288813 

259326_1.R1011 
rvt700550614.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288814 

259351_1.R1011 
hbs701186181,hl 



40184 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288815 

259352_1.R1011 
vux700159348.hl 

288816 

259355_1.R1011 
nwy700446049,hl 

288817 

259395_1.R1011 

vux700159425.hl 

BLASTX 

g3059131 

176 

6.0e-13 

75 

47 

(AJ000478) cytochrome P450 [Helianthus tuberosus] 
288818 

259429^1. RlOll 

tfd700571736.hl 

BLASTX 

g4262225 

157 

9.0e-ll 

53 

51 

{AC006200) putative phosphatidic acid phosphatase 
[Arabidopsis thaliana] 

288819 

259450_1.R1011 

ceu700429964.hl 

BLASTX 

g4406773 

204 

2.0e-16 

57 

63 

(AC006836) putative cell division control protein 4i 
[Arabidopsis thaliana] 

288820 

259477_1.R1011 

vux700159551.hl 

BLASTX 

g3341679 

328 

6.0e-31 

81 

78 

(AC003672) dynamin-like protein phragmoplastin 12 
[Arabidopsis thaliana] 



Seq. No. 



288821 



40185 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq* No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



259479_1.R1011 
nbm700470690.hl 

288822 

259539_1.R1011 
gct701172425.hl 

288823 

259588_1.R1011 
vux700159710.hl 

288824 

259617_1.R1011 
vux700159748.hl 

288825 

259710_1.R1011 
ceu700430201.hl 

288826 

259747_1.R1011 
vux700159941.hl 
BLASTX 
g3021270 
160 

3.0e-ll 
46 
54 

(AL022347) serine/threonine kinase 
[Arabidopsis thaliana] 

288827 

259799_1.R1011 
vux700160012.hl 

288828 

259956_1.R1011 

ypc700803779.hl 

BLASTX 

gll36432 

150 

2.0e-09 

109 

33 

(D80008) KIAA0186 [Homo sapiens] 
288829 

259994_1.R1011 

cjh700194047.hl 

BLASTX 

g2956717 

359 

2.0e-34 

92 

76 

(Y09722) beta-carotene hydroxylase 2 [Capsicum annuum] 



-like protein 



40186 



Seq. No. 


288830 


Contig ID 


260058_1.R1011 


5 '-most EST 


vux700161962.hl 


Method 


BLASTX 


NCBI GI 


g3218543 


BLAST score 


321 


T? Tra 1 n A 

ill vCl-L*<_l^ 


3.0e-30 


Match length 


74 


% identity 


81 


NCBI Description 


(AB004813) alternative oxidase [Oryza sativa] 


>gi 3218548 dbj BAA28774_ (AB004865) alternative oxidase 




[Oryza sativa] 


Seq. No. 


288831 




260125 l.RlOll 


5 '-most EST 


vux700T60436.hl 


Seq. No. 


288832 


r'nni- 1 rr TD 

\-^tJlJ,U-Ly -Li-/ 


260170 l.RlOll 


5 '-most EST 


vux700T60489.hl 


Seq. No, 


288833 


Pnni" 1 rr TO 


260238 l.RlOll 


5 '-most EST 


vux700T60580.hl 


Seq. No. 


288834 


Contig ID 


260245 l.RlOll 


5 '-most EST 


pwr700450151.hl 


Seq. No. 


288835 


Contig ID 


260407_1.R1011 


5 '-most EST 


rvl700457593.hl 


Method 


BLASTX 


NCBI GI 


g3355480 


BLAST score 


185 


E value 


4.0e-14 


Match length 


89 


% identity 


39 


NCBI Description 


(AC004218) Medicago nodulin N21-like protein [Arabidopsi 




thaliana] 



288836 

260516_1.R1011 

vux700160959.hl 

BLASTX 

g585452 

143 

3.0e-09 

27 

8 9 

MALATE OXIDOREDUCTASE (NAD), MITOCHONDRIAL 59 KD ISOFORM 
PRECURSOR {MALIC ENZYME) (ME) (NAD- DEPENDENT MALIC ENZYME) 

(NAD-ME) >gi_1076666_pir ^A53318 malate dehydrogenase 

(decarboxylating) (EC 1.1.1.39) 59K chain precursor, 
mitochondrial - potato >gi_438131_emb_CAA80547_ (Z23002) 
precursor of the 59kDa subunit of the mitochondrial 
NAD+-dependent malic enzyme [Solanum tuberosum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40187 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



288837 

260586_2.R1011 

gct701168835.hl 

BLASTN 

g535242 

76 

7.0e-35 

107 

93 

O.sativa L. (Indica cv,IR24) 
288838 

260607_1.R1011 
vux700161114,hl 



U3 snRNA gene promoter 



Seq. No- 
Contig ID 
5 '-most EST 



288839 

260645_1.R1011 
vux700161168.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288840 

260670_1.R1011 

wty700172123.hl 

BLASTX 

gl483218 

369 

l.Oe-35 

137 

53 

{X99793) induced upon wounding stress 
thaliana] 



[Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



288841 

260699_1.R1011 
vux700161661.hl 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



288842 

260719_1.R1011 
mwy700442608.hl 

288843 

260734_1.R1011 

zuv700355961.hl 

BLASTN 

g4512570 

133 

l.Oe-68 

161 

96 

Saccharum officinarum gene for 5S rRNA, repeat unit 
288844 

260779_1.R1011 
vux700161353.hl 



Seq. No. 
Contig ID 



288845 

260786 l.RlOll 



40188 



5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



nwy700447826,hl 
288846 

260921_1.R1011 

fdz701161120.hl 

BLASTN 

gl840117 

75 

5 ,06-34 

267 
88 

Zea mays PIF-12 transposable element in r-1 (r-p) locus, 
complete sequence 

288847 

260954_1.R1011 

vux700161637.hl 

BLASTX 

g3335354 

282 

2.0e-25 

93 

61 

(AC004512) This gene is continued from gene F5I14.1 from 
BAC sequence gb_AC001229 from A, thaliana. EST gb_AA585814 
comes from this gene. [Arabidopsis thaliana] 

288848 

261017_1.R1011 
xsy700217932.hl 

288849 

261024_1,R1011 
hbs701181039.hl 

288850 

261205_1%1011 
vux700161931.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288851 

261418_1.R1011 
nbm700464966.hl 

288852 

261546_1.R1011 

wty700165479.hl 

BLASTX 

g2833379 

306 

4.0e-28 

79 

75 

RIBOSE-PHOSPHATE PYROPHOSPHOKINASE 1 (PHOSPHORIBOSYL 

PYROPHOSPHATE SYNTHETASE 1) (PRS I) >gi_107 6397_pir S51270 

ribose-phosphate pyrophosphokinase (EC 2.7,6.1) - 
Arabidopsis thaliana >gi_63314 0_emb_CAA58717_ (X83764) 
phosphoribosyl diphosphate synthetase [Arabidopsis 



40189 



thaliana] >gi_3608149 {AC005314) phosphoribosyl diphosphate 
synthetase [Arabidopsis thaliana] 



Seq. No- 
Contig ID 
5 '-most EST 

Seq* No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



288853 

261587_1.R1011 
wty700172973.hl 

288854 

261620_1.R1011 
wty700162666.hl 

288855 

261700_1.R1011 

wty700162821.hl 

BLASTX 

g3879165 

351 

3.0e-33 

108 
68 

(Z36238) similar to yeast hypothetical 83.2 KD protein 
(Swiss Prot accession number P25582) [Caenorhabditis 
elegans] 

288856 

261732_1.R1011 
uer700578877.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



288857 

261785_1.R1011 
wty700167937.hl 

288858 

261787_1.R1011 
zuv700355025.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



288859 

261823_1.R1011 
wty700162979.hl 

288860 

261832__1.R1011 

xyt700346822.hl 

BLASTX 

g2244854 

169 

6.0e-12 

90 

43 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
288861 

261833_1.R1011 
wty700162995.hl 

288862 

261836 l.RlOll 
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5 '-most EST 


wty /UulooUUo. ni 


Method 


BLASTX 


NCBI GI 


g2104908 


BLAST score 


587 


E value 


8 . Oe-61 


Match length 


157 


% identity 


78 


NCBI Description 


(Y07632) potassium channel [Zea 


Seq, No. 


o o ri rt o 

288863 


Contig ID 


261883_1.R1011 


5 '-most EST 


wty700166988 .hi 


Seq. No. 


288864 


Contig ID 


261948 l.RlOll 


5 '-most EST 


hbs701 185440 .hi 


Method 


BLASTX 


NCBI GI 


g4585872 


BLAST score 


333 


E value 


3 . Oe-31 


Match length 


112 


% identity 


59 


NCBI Description 


(AC005850) Hypothetical protein 


Seq. No. 


288865 


Contia ID 


261982 l.RlOll 


5 '-most EST 


rvt700549655.hl 


Seq. No. 


288866 


Contia ID 


262015 l.RlOll 


5 '-most EST 


xyt700343883.hl 


Seq. No. 


288867 


Contia ID 


262040 l.RlOll 


5 '-most EST 


xmt700263289.hl 


Seq. No. 


288868 


Contig ID 


262107 l.RlOll 


5 '-most EST 


wty700171944.hl 


Seq. No. 


288869 


Contig ID 


262111_1.R1011 


5 '-most EST 


wty700163451.hl 


Method 


BLASTX 


NCBI GI 


g3341679 


BLAST score 


298 


E value 


2.0e-27 


Match length 


77 


% identity 


74 


NCBI Description 


(AC003672) dynamin-like protein 




[Arabidopsis thaliana] 


Seq. No. 


288870 


Contig ID 


262230 l.RlOll 


5 '-most EST 


wty700163612.hl 



Seq. No, 



288871 



40191 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



262235_1.R1011 

wty700163617.hl 

BLASTX 

g2829871 

339 

5.0e-32 

111 

53 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



288872 

262298_1.R1011 
rvt700549385.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288873 

262320_1.R1011 

wty700163738,hl 

BLASTN 

g22176 

65 

4,0e-28 

85 

47 

Z . mays P gene 



Seq. No. 
Contig ID 
5 '-most EST 



288874 

262325_1.R1011 
wty700163743.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288875 

262362_1.R1011 
hvj700620952.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288876 

262373_1.R1011 
nbm700465042.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288877 

262382_1.R1011 

ceu700422228.hl 

BLASTX 

gl001478 

205 

5.0e-16 

99 

45 

(D63999) hypothetical protein [Synechocystis sp.] 



Seq. No. 
Contig ID 
5 '-most EST 



288878 

262383_1.R1011 
nbm700477363.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



288879 

262449__1.R1011 
wty700163911.hl 
BLASTX 
g551535 



40192 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



158 

l.Oe-10 

60 

47 

(U14134) transcription factor IIIA [Homo sapiens] 
288880 

262467_1.R1011 

wty700163933.hl 

BLASTX 

g3885340 

282 

l.Oe-25 

77 

66 

(AC005623) unknown protein [Arabidopsis thaliana] 
288881 

262488_1.R1011 

gct701176085.hl 

BLASTX 

g99650 

183 

8.0e-14 

82 

41 

major storage protein - Carolina poplar 

>gi_237633_bbs_59423 {S59422) major storage protein [poplc 
trees, xylem ray cells. Peptide, 329 aa] [poplar trees] 

288882 

262501_1.R1011 
wty700171727.hl 

288883 

262583_1.R1011 
wty700164713.hl 

288884 

262627_1.R1011 

nbm700466018.hl 

BLASTX 

g3935168 

299 

5.0e-27 

150 
46 

{AC004557) F17L21.11 [Arabidopsis thaliana] 
288885 

26268Q_1.R1011 
wty700164218.hl 

288886 

262731_1.R1011 

ceu700424332.hl 

BLASTX 



40193 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll70921 
187 

l.Oe-14 

70 
47 

S-ADENOSYLMETHIONINE : 2-DEMETHYLMENAQUINONE 

METHYLTRANSFERASE >gi_1074 428_pir G64153 hypothetical 

protein HI0508 - Haemophilus influenzae (strain Rd KW20) 
>gi_1573489 {U32732) 

S-adenosylmethionine : 2-demethylmenaquinone 
methyltransferase (menG) [Haemophilus influenzae Rd] 



Seq. No, 


288887 


Contig ID 


262736_1.R1011 


5* -most EST 


xsy700210007 .hi 


Method 


BLASTX 


NCBI GI 


g3341672 


BLAST score 


358 


E value 


3.0e-34 


Match length 


111 


% identity 


61 


NCBI Description 


(AC003672) putative 




[Arabidopsis thaliar 


Seq. No. 


288888 


Contig ID 


262811 l.RlOll 


5 '-most EST 


wty700164417.hl 


Mp'hhnd 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA 


Seq. No. 


288889 


Contig ID 


262826_1.R1011 


5 '-most EST 


ypc700806277.hl 


Method 


BLASTX 


NCBI GI 


g22220 


BLAST score 


153 


E value 


5.0e-10 


Match length 


30 


% identity 


100 


NCBI Description 


(X55723) 22 kD zein 


Seq. No. 


288890 


Contig ID 


262841 l.RlOll 


5 '-most EST 


wty700164455.hl 


Method 


BLASTX 


NCBI GI 


g3128231 


BLAST score 


171 


E value 


l.Oe-12 


Match length 


74 


% identity 


45 


NCBI Description 


(AC004077) hypothet 




>gi 3337370 (AC0044 



5 ' partial 



40194 



thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288891 

262917_1.R1011 

gct701168875.hl 

BLASTX 

g3237304 

362 

2.0e-34 

131 

54 

(U91561) pyridoxine 5 '-phosphate oxidase [Rattus 
norvegicus] 

288892 

263061_1.R1011 

wty700164803.hl 

BLASTX 

g2058273 

166 

4.0e-12 

49 

69 

{D83527) YK426 [Oryza sativa] 
288893 

263086_1.R1011 

wty700164845.hl 

BLASTX 

g4038042 

629 

8.0e-66 

141 

84 

(AC005936) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288894 

263114_1.R1011 
wty700167555.hl 

288895 

263129_1.R1011 
wty700164915.hl 

288896 

263170_1.R1011 

hvj700619583.hl 

BLASTX 

g2342690 

342 

2.0e-32 

109 

56 

(AC000106) Similar to Homo 
[Arabidopsis thaliana] 



copine I (gb__U8324 6) 
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OOQOQ7 
Z O 0 O J? / 


UOnHly ID 


ZDO^iXO X.rN-XUXX 


C T . _ J- 17 QTi 
O lUOSU JtjOl 


wi, y/uuxoouo^ .nx 


O *^ *-T 

oeq- JNO . 


OQpQQp 
ZOOOi?t5 




9^'^9'^9 1 Pi ni 1 
ZOOZJZ X.KXUXX 








OXirlO 1 A, 


NCBI GI 


gl653245 


BLAST score 


212 


E value 


4 . ue X / 


Match length 


yu 


% identity 


47 


NCBI Description 


(D90912) hypothetical protein [Synechocysti 


Ocq. iNU * 


^ O O O -7 17 




9fi'^9'^'^ 1 R1 m 1 

ZDOZOO X,I\XUXX 


0 mosTz iijbi 


wn y/uux / xz4iu»nx 


beq. NO. 


9QQ Qnn 
Zoo yuu 


uonrig i.u 


Zoozoz X.KXUXX 


0 — mosTi iijoi 


WL.y / uuxDOoDX .nx 




RT a CITY 




rr4 A '^9 P 
gfl ^ OZ 0 DU 


BLAST score 


218 


E value 


l.Oe-36 


LYiaLcn xeny un 


1 m 

X / 3 


% identity 




NCBI Description 


(AC006300) putative glucose-induced repress 




[Arabidopsis thaliana] 


Seq. No. 


zoo yul 


Contig ID 


263285 l.RlOll 


5* -most EST 


yyf 700351145. hi 


beq, JNO. 


O Q Q Q A O 

Zoo yuz 


Contig ID 


263354 l.RlOll 


5 ' -most EST 


wen700333074.hl 


beq. NO. 


Zo o y u J 


Contig ID 


263368 l.RlOll 


5 '-most EST 


xsy700211246.hl 


beq. NO. 


9 Q Q on /I 
Zoo yufi 


Contig ID 


263377 l.RlOll 


5 '-most EST 


wty700165357.hl 


beq. NO. 


zooyuo 


Contig ID 


263431 l.RlOll 


5 '-most EST 


wty700170775.hl 


C V,^ . L\ . 


£j \J K) -J\J \J 


Contig ID 


263505 l.RlOll 


5 '-most EST 


wty700171751.hl 


Seq. No, 


288907 


Contig ID 


263529_1.R1011 



40196 



5* -most EST 


rvt700549591 hi 




BLASTX 


NCBI GI 


g3738297 


BLAST score 


167 








7ft 


% identity 


22 


NCBI Description 


{AC005309) unknown protein 


O C ^ • IN VJ • 


?fift QDS 


Contig ID 


263551 l.RlOll 


5 '-most EST 


ceu700430248,hl 


Q o rr M/^ 
OcQ^ • InO • 


9ft ft QHQ 






3 most. riOi 


W TZ y/UUXoO / jf± •RX 


oeq. JNO . 


9 ft Q Q1 n 


L/Onniy lU 


ZDJODi i.,x\lUl-L 


v> ILLw O U> 1-j O i. 


yjf^nlCiCy^'^fid^d hi 


Mpt hofi 


BLASTX 


NCBI GI 


gll4089 


BLAST score 


410 


E value 


6.0e-41 


Match length 


97 


% identity 


84 


NCBI Description 


RAS-RELATED PROTEIN ARA-4 



[Arabidopsis thaliana] 



>gi_81633_pir JS0641 GTP-binding 

protein ara-4 - Arabidopsis thaliana 

>gi_217839_dbj_BAA00831_ {D01026) small GTP-binding protein 
[Arabidopsis thaliana] >gi_3763922 (AC004450) GTP-binding 
protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



288911 

263667_1.R1011 
wty700165825.hl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288912 

263695_1.R1011 

rvt700551763.hl 

BLASTX 

g2498882 

284 

2.0e-25 

139 

42 

SPLICEOSOME ASSOCIATED PROTEIN 114 (SAP 114) {SF3A120) 

>gi_2146975_pir S60735 splicing factor SF3a 120K chain - 

human >gi_899298_emb_CAA59494_ (X85237) human splicing 
factor [Homo sapiens] >gi_3212998 (AC004997) spliceosome 
associated protein 114 (SF3a) [Homo sapiens] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



288913 

263698_1.R1011 

wty700165892.hl 

BLASTX 

g4587556 

523 



40197 



E value 2.0e-53 
Match length 123 
% identity 73 

NCBI Description {AC006577) Similar to gi_1653162 (p)ppGpp 

3-pyrophosphohydrolase from Synechocystis sp genome 
gb_D90911. EST gb_W43807 comes from this gene, 
[Arabidopsis thaliana] 

Seq. No. ' 288914 

Contig ID 263760_1,R1011 

5 '-most EST wty700165945 . hi 

Method BLASTX 

NCBI GI g2911280 

BLAST score 387 

E value l.Oe-37 

Match length 103 

% identity 69 

NCBI Description (U73937) PK12 protein kinase [Nicotiana tabaciam] 



Seq. No. 


288915 


Contig ID 


263783 l.RlOll 


5 '-most EST 


wty700172467.hl 


Seq. No. 


288916 


Contig ID 


263803 l.RlOll 


5 '-most EST 


pwr700453451.hl 


Seq. No. 


288917 


Contig ID 


263841 l.RlOll 


5 '-most EST 


xmt700258905.hl 


Seq. No. 


288918 


uonrig ID 


zojd72 l.RlOll 


5 '-most EST 


ypc700805272.hl 


Seq. No. 


288919 


Contig ID 


263968 l.RlOll 


5 '-most EST 


wty700166245.hl 


Seq. No. 


288920 


Contig ID 


264043 l.RlOll 


5 '-most EST 


nbm700476810.hl 


Seq. No. 


288921 


Contig ID 


264154 l.RlOll 


5 '-most EST 


wty700166487.hl 


Seq. No, 


288922 


Contig ID 


264289 l.RlOll 


5 '-most EST 


wty700166681.hl 


Seq. No. 


288923 


Contig ID 


264292 l.RlOll 


5 '-most EST 


xmt70026G906.hl 


Seq. No. 


288924 


Contig ID 


264306 l.RlOll 



40198 





WLy/UUXDO/U/ .XiX 






NCBI GI 


g4567281 


BLAST score 


153 


lij VaXUe 


J . ue— lu 


M^iT'h 1 PTirr"t~Vi 




% identity 


50 


NCBI Description 


(AC006841) unknown protein [Arabidops 


Oorr Kin 


Oppnoc 
0 O o 




ZD^JUy l.KXUll 


0 — IllOSt. ttOl 


raz /uiioozy4 .ni 


oecj . iNO . 


o Q Q no c 


^ontiy lU 












L>J V_» D J. J_ 


rrl 07 fi749 


BLAST score 


786 


E value 


4.0e-84 


i^iclLOll Xcllytn 






oo 


jNUiji jjescnpnon 


cycim - rice >gi_oooDzl emb CAAo/doo 




[Oryza sativa] 


O ^ ^-w 'N.T.^ 

beq. iNo, 


Zoo yz / 


uonrig lu 


ZD4ooy l^RlUll 


0 — IlLOST, HjOI 


nDIU / UU4 / z4oo,ni 




RT 21 CITY 


NCBI GI 


g2281090 


BLAST score 


292 


E value 


z . Ue~Z 0 


rJo-ucn ±enyTi.n 


1 1 P 
Xlo 


% identity 


47 


NCBI Description 


(AC002333) hypothetical protein [Arab 


Q o rr NI/^ 
ocy • iNO • 


Zoo yzo 




zofioyo x.KXUXX 


O lUOSt iIjOI 


Wty / iJUXDDo4U, nx 


oey. wo « 


O Q Q QO Q 

Zoo yz y 


(^onng iu 


Zo44X/ l.RXUIX 


O lUWO U do 1 


rro-l- 7 ni 1 7 9 Q hi 
y CT, / UXX / ZD4i7,nX 




IjXj/t.O XA. 


NCBI GI 


g3953470 


BLAST score 


226 


E value 


y * ue— X y 


ridLoii -LeriyT,!! 


P9 

oz 


% identity 


49 


NCBI Description 


{AC002328) F20N2.15 [Arabidopsis thai. 


o c; y • iM (_/ • 


opp QQn 
zoo zPoU 


Contig ID 


264426 l.RlOll 


5 '-most EST 


wty700166876.hl 


Seq. No. 


288931 


Contig ID 


264444_1.R1011 



{X82035) cyclin 



40199 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



xmt700257282.hl 

BLASTX 

g4249382 

244 

3.0e-21 

62 
69 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAG 
gb_AC004481. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288932 

264462_1.R1011 

pwf700321724.hl 

BLASTX 

g2145356 

486 

4,0e-49 

136 

68 

(Y11122) HD-Zip protein [Arabidopsis thaliana] >gi_3132474 
{AC003096) homeobox protein, ATHB-14 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



288933 

264486_1,R1011 
wty700166980.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288934 

264493_1.R1011 
afb700381685.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288935 

264555_1.R1011 
xsy700209102.hl 



Seq, No. 
Contig ID 
5 '-most EST 



288936 

264679_1.R1011 
xyt700346258.hl 



Seq. No. 
Contig ID 
5 '-most EST 



288937 

264717_1.R1011 
rvt700550252.hl 



Seq. No, 
Contig ID 
5 '-most EST 



288938 

264777_1.R1011 
wty700167383.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288939 

264779_1.R1011 

wty700168840.hl 

BLASTX 

g4508069 

334 

2.0e-31 

104 

61 

(AC005882) 12246 



[Arabidopsis thaliana] 



40200 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



288940 

264863^1 •RlOll 

wty700167489.hl 

BLASTX 

g4038035 

170 

2.Ge-12 

47 

74 

{AC005936) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 


288941 


Contig ID 


264937 l.RlOll 


5 '-most EST 


wty700172920.hl 


Method 


BLASTX 


NCBI GI 


g3250675 


BLAST score 


157 


E value 


9.0e-ll 


Match length 


88 


% identity 


40 


NCBI Description 


(AL024486) putative protein [Arabidopsis thaliana; 


Seq. No. 


288942 


Contig ID 


264982_1.R1011 


D inosr. zjo i 


w u.y / uui / zioi. ni 


Seq. No. 


288943 


Contig ID 


265D32_1.R1011 


0 -most EST 


wty7001717 63.nl 


Seq. No. 


288944 


Contig ID 


265038 l.RlOll 


5 '-most EST 


wty700167733.hl 


Method 


BLASTX 


NCBI GI 


gll8390 


BLAST score 


590 


E value 


3.0e-61 


Match length 


144 


% identity 


79 


NCBI Description 


PYRUVATE DECARBOXYLASE ISOZYME 1 (PDC) 




>gi 2144526 pir DCZMP pyruvate decarboxylase (EC 




- maize >gi__22395_emb_CAA42120_ (X59546) pyruvate 




decarboxylase [Zea mays] 


Seq. No. 


288945 


Contig ID 


265059 l.RlOll 


5 '-most EST 


tfd700569434.h2 


Seq. No. 


288946 


Contig ID 


265083 l.RlOll 


5 '-most EST 


gwl700617306.hl 


Method 


BLASTX 


NCBI GI 


g3834302 


BLAST score 


384 


E value 


2.0e-37 



4.1.1.1) 



40201 



# 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



83 
88 

(AC005679) Similar to gb_D45384 vacuolar H+-pyrophosphatase 
from Oryza sativa. ESTs gb_F14272 and gb_F14273 come from 
this gene. [Arabidopsis thaliana] 

288947 

265144_1.R1011 
wty700167919.hl 

288948 

265154_1.R1011 
wty700167895.hl 

288949 

265174_1.R1011 
uer700578849.hl 

288950 

265248_1.R1011 

wty700171813.hl 

BLASTX 

g3688177 

393 

4.0e-38 

107 

64 

(AL031804) putative protein [Arabidopsis thaliana] 
288951 

265264_1.R1011 

ypc700807164.hl 

BLASTX 

g3859944 

165 

9.0e-12 

45 

71 

{AF084570) FKBP12 interacting protein [Arabidopsis 
thaliana] 

288952 

265392_1.R1011 
wty700168221.hl 

288953 

265403_1.R1011 
wen700332987.hl 

288954 

265616_1.R1011 

wty700168555.hl 

BLASTX 

g4455156 

386 

2.0e-37 
104 



40202 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69 

{AL021712) CDP-diacylglycerol synthetase-like protein 
[Arabidopsis thaliana] 

288955 

265668__1.R1011 

yyf700349611.hl 

BLASTX 

g586655 

167 

5.0e-12 

81 

48 

ZINC-TRANSPORTING ATPASE ( ZN ( II ) -TRANSLOCATING P-TYPE 

ATPASE) >gi_1073528_pir S47 688 hypothetical protein o732 - 

Escherichia coli >gi_466605 (U00039) No definition line 
found [Escherichia coli] >gi_1789879 {AE000422) 
zinc-transporting ATPase [Escherichia coli] 

288956 

265702_1.R1011 
wty700168665.hl 

288957 

265707_1.R1011 
wty700168672.hl 

288958 

265716_1.R1011 

fdz701165301.hl 

BLASTX 

gl35449 

150 

l.Oe-16 

46 

100 

TUBULIN BETA-1 CHAIN >gi__100932_pir S14701 tubulin beta-1 

chain - maize >gi_295851_emb_CAA37060_ (X52878) beta 1 
tubulin [Zea mays] 

288959 

265815_1.R1011 
wty700168820.hl 

288960 

265820_1.R1011 

ceu700425201.hl 

BLASTX 

g2129629 

215 

6.0e-18 

51 

75 

L-ascorbate peroxidase (EC 1,11.1.11) - Arabidopsis 
thaliana >gi_1332439_emb_CAA66640_ (X98003) ascorbate 
peroxidase [Arabidopsis thaliana] >gi_1523791_emb_CAA6692 6_ 
{X98276) L-ascorbate peroxidase [Arabidopsis thaliana] 



40203 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



>gi 2444019 (U69138) ascorbate peroxidase 3 [Arabidopsis 
thaliana] >gi_2924511_emb_CAA17765 . 1_ (AL022023) 
L-ascorbate peroxidase [Arabidopsis thaliana] 

288961 

265984_1.R1011 
wty700169060.hl 



288962 

266006_1.R1011 
xsy700217755.hl 

288963 

266035_1.R1011 
wty700169125.hl 

288964 

266110_1.R1011 
wty700169243.hl 

288965 

266148_2.R1011 

xsy700209966.hl 

BLASTX 

g3201541 

226 

3.0e-23 
100 

49 . 
(AJ005077) TCTR2 protein [Lycopersicon esculentum] 

288966 

266150_1.R1011 
nbm70G473533.hl 

288967 

266176_1.R1011 
wty700169340.hl 

288968 

266216_1,R1011 

xyt700344723.hl 

BLASTX 

g4585878 

218 

l.Oe-17 

71 

55 

(AC005850) Unknown protein [Arabidopsis thaliana] 
288969 

266308_1.R1011 
hvj700622101.hl 

288970 

266441_1.R1011 
yyf700350662.hl 



40204 



Seq, No. 
Contig ID 
5 '-most EST 

Seq* No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 




288971 

266480_1.R1011 
xyt700344307.hl 

288972 

266486_1.R1011 
wty700172967,hl 

288973 

266500_1.R1011 
wty700169811.hl 

288974 

266505_1.R1011 

wty700172419,hl 

BLASTX 

g4559333 

387 

l.Oe-37 

121 

60 

(AC007087) unknown protein 
288975 

266506_1.R1011 
wty700169819.hl 

288976 

266592_1.R1011 
wty700169961,hl 

288977 

266628_1.R1011 
kem700611578,hl 

288978 

266695__1.R1011 
wty700170095.hl 

288979 

266699_1.R1011 
nbm700471894.hl 

288980 

266716_1.R1011 
xsy700209812.hl 

288981 

266785_1.R1011 

wty700170251.hl 

BLASTX 

g4039155 

150 

7.0e-10 

59 

46 




[Arabidopsis thaliana] 



40205 



NCBI Description (AF104258) putative copper- inducible 35.6 kDa protein 
[Festuca rubra] 



Seq. No. 


288982 


Contig ID 


266793 l.RlOll 




wtv70fll7n264 hi 


Seq, No. 


288983 


Contig ID 


266865 l.RlOll 






Seq. No. 


288984 


Contig ID 


266936 l.RlOll 


5 '-most EST 


wty700170464.hl 


Seq. No. 


288985 


Contig ID 


267054 l.RlOll 


5 '-most EST 


wty700170740.hl 


Seq. No. 


288986 




9 fill 00 1 R1 m 1 


5 '-most EST 


wty700T70801.hl 


Method 


BLASTX 


NCBI GI 


g4263522 


Dju/iox score 




E value 


3.0e-10 


Match length 


108 


% identity 


36 


NCBI Description 


{AC004044) hypothetical ; 


Seq. No. 


288987 


Contig ID 


267103 l.RlOll 


5 '-most EST 


wty700170805.hl 


Seq» No. 


288988 






5 '-most EST 


gct70lT78808.hl 


Method 


BLASTX 


NCBI GI 


g2911082 




174 


E value 


l.Oe-12 


Match length 


123 


% identity 


33 


NCBI Description 


(AL021960) hypothetical 


Seq. No, 


288989 


Contig ID 


267183 l.RlOll 


5 '-most EST 


wty700172018.hl 


Seq. No. 


288990 


Contig ID 


267298 l.RlOll 


5 '-most EST 


wty700171288.hl 


Method 


BLASTX 


NCBI GI 


gll71130 


BLAST score 


203 


E value 


2.0e-16 


Match length 


76 



40206 



% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



50 

{U24657) putative 0-methyltransf erase [Myxococcus xanthus] 
288991 

267425_1.R1011 
wty700171311.hl 

288992 

267431_1.R1011 

wty700171318.hl 

BLASTX 

g3757524 

147 

2.0e-09 

82 
38 

{AC005167) tetracycline transporter-like protein 
[Arabidopsis thaliana] 

288993 

267449_1.R1011 
xsy700217628.hl 

288994 

267545_1.R1011 

yyf700352510.hl 

BLASTX 

g3776023 

262 

2.0e-23 

70 

71 

(AJ010473) RNA helicase [Arabidopsis thaliana] 
288995 

267644_1.R1011 
wty700171623.hl 

288996 

267802_1.R1011 
wty700171835.hl 

288997 

267855_1.R1011 

ceu700434594.hl 

BLASTX 

g4467124 

234 

2.0e-19 

143 

31 

(AL035538) hypothetical protein [Arabidopsis thaliana] 
288998 

267882_1.R1011 
fdz701158990.h2 



40207 



® 



Seq. No. 288999 

Contig ID 267950_1 . RlOll 

5 '-most EST hbs701183280 . hi 

Method BLASTX 

NCBI GI g4006864 

BLAST score 234 

E value 2.0e-19 

Match length 88 

% identity 52 . ^ . i 

NCBI Description (Z99707) nucleoporin-like protein [Arabxdopsis thalianaj 



Seq. No. 289000 

Contig ID 267954_1 .RICH 

S'-inost EST gct701168593.hl 

Seq. No. 289001 

Contig ID 267956_1.R1011 

5 '-most EST wty700172074 . hi 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289002 

268020_1.R1011 
wty700172168.hl ^ . 

289003 

268049_1.R1011 

hbs701183506.hl 

BLASTX 

g2914697 

155 

2.0e-10 

94 

37 

(AC003974) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


289004 


Contig ID 


268065 l.RlOll 


5 '-most EST 


mwy700441361.hl 


Method 


BLASTX 


NCBI GI 


g3250676 


BLAST score 


443 


E value 


6.0e-44 


Match length 


164 


% identity 


49 


NCBI Description 


{AL024486) putat 


Seq. No. 


289005 


Contig ID 


268130 l.RlOll 


5 '-most EST 


gct701176288.hl 


Seq. No. 


289006 


Contig ID 


268140 l.RlOll 


5 '-most EST 


ceu700431812.hl 


Method 


BLASTX 


NCBI GI 


g4539314 


BLAST score 


273 


E value 


6.0e-24 


Match length 


161 



40208 



% identity 42 , . , . . i 

HCBI Description (AL035679) kinesin like protein [Arabidopsis thalianaj 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289007 

268208_1.R1011 
wty700172454.hl 

289008 

268246_1.R1011 
cjh700193525.hl 

289009 

268274_1.R1011 

gct701174501.hl 

BLASTX 

gl255951 

303 

6.0e-28 

73 

75 

{X96932) PS60 [Nicotiana tabacum] 
289010 

268344_1.R1011 

uer700577789.hl 

BLASTX 

gl653935 

188 

2.0e-14 

76 

51 

(D90917) hypothetical protein [Synechocystis sp.] 
289011 

268492_1.R1011 
wty700172872.hl 

289012 

268499_1.R1011 

xmt700265478.hl 

BLASTX 

g4038035 

223 

2.0e-18 

80 
55 

(AC005936) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



289013 

268570_1.R1011 
tfd700569621.hl 

289014 

268722_1.R1011 

cjh700193062.hl 

BLASTX 



40209 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq* No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method ^ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



g2829911 
169 

5.0e-12 

94 

23 

(AC002291) 



Unknown protein [Arabidopsis thaliana] 



289015 

268740_1.R1011 
cjh700193124.hl 

289016 

268757_1.R1011 
ypc7Q0805353.hl 

289017 

268895_1.R1011 
cjh700193526.hl 

289018 

268935_1.R1011 

cjh700193627.hl 

BLASTX 

gl707017 

330 

3.0e-31 

78 

78 

(U78721) RNA helicase isolog [Arabidopsis thaliana] 



289019 

268958__1.R1011 

kem700611424.hl 

BLASTN 

gl864000 

251 

l.Oe-139 

289 

41 

Maize DNA for Fd 



III, complete cds 



289020 

269053_1.R1011 
cjh700193928.hl 

289021 

269264_1.R1011 
ceu700433303.hl 

289022 

269314_1,R1011 
wen700336514.hl 

289023 

269392_1.R1011 

cjh700194734,hl 

BLASTX 



40210 



NCBI GI 


gl00940 


BLAST score 


235 


E value 




Match length 


o o 


% identity 


61 


NCBI Description 


zein zAl - maize 


Seq. No. 




Contig ID 


269553 l.RlOll 


5 '-most EST 


xsy700217995.hl 


Seq. No. 


OQ QflO C 


uonng lu 


9(^Qf^l 7 1 R1 m 1 


3 -most hbi 


/-^-i h7nnTQR9R1 hi 

Cj n /uuiyozoi .ni 


Seq. No. 




Contig ID 


Z0!?DD4l l.KlUll 


D — moSL njoi 


^\7+-7nnTd9Q'^4 hi 


Method 




NCBI GI 


g2196672 


BLAST score 


301 


E value 


± , ue z / 


Match length 


D4 


^ Identity 




NCBI Description 


( I U o o U / } nlYlbQl L ^ 


Seq. No. 


O O Q n O T 

zo yuz / 


Contig ID 


zoy / o / 1 . KlUll 


5 -most EST 


xsy /uuzU /Doy.ni 


Method 




NCBI GI 


g4bo /Ubu 


BLAST score 


235 


E value 


7.0e-20 


Match length 


1 u u 


% Identity 


Ol 


NCBI Description 


(Auuu/io^j puuai: 




partial [.AraDiao 


Seq. No. 


o o n n o o 

zo yuzo 


Contig ID 


zoyoul l.RlUil 


D -mosr hjo i 


Cjn / uuiyoDyo -iix 


Method 


rSJ-iriO i A 


NCBI GI 


g4490310 


BLAST score 


359 


E value 


5.0e-35 


Match length 


127 


% identity 


62 



NCBI Description 



protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



289029 

269853_1.R1011 
cjh700195815.hl 

289030 

270041^1. RlOll 
cjh700196255.hl 



40211 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



289031 

270262__1.R1011 
cjh700196812.hl 

289032 

270324_1.R1011 
cjh700196965.hl 

289033 

270366_1,R1011 
wen700335607,hl 

289034 

270427_1.R1011 

cjh700197217.hl 

BLASTX 

g407942 

170 

2.0e-12 

79 

43 

(U02496) epoxide hydrolase [Solanum tuberosum] 
289035 

270471_1.R1011 
xsy700209707.hl 

289036 

270495__1.R1011 

xyt700347377.hl 

BLASTN 

g3057119 

42 

2.0e-14 

114 

84 

2ea mays starch synthase DULLl (dulll) mRNA, complete cds 
289037 

270518_1.R1011 
xyt700346343.hl 

289038 

270521_1.R1011 
cjh700197450.hl 

289039 

270619_1.R1011 
cjh700197745.hl 

289040 

270652_1.R1011 
wen700334309.hl 



Seq. No. 
Contig ID 



289041 

271015 l.RlOll 



40212 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



xmt700263640.hl 

BLASTX 

g2104535 

255 

l.Oe-22 

68 
71 

(AF001308) T10M13.13 [Arabidopsis thaliana] 
289042 

271080__1.R1011 

xsy700207588.hl 

BLASTX 

g4006878 

521 

4.0e-53 

141 

66 

{Z99707) MAP3K-like protein kinase [Arabidopsis thaliana] 
289043 

271118__1.R1011 

fdz701166848.hl 

BLASTX 

gll5132 

185 

4.0e-14 

87 

40 

HOMEOTIC GENE REGULATOR (BRAHMA PROTEIN) 

>gi_283699_pir ^A42091 transcriptional activator SNF2/SWI2 

homolog brm - fruit fly (Drosophila melanogaster) 
>gi_157012 {M85049) brahma protein [Drosophila 
melanogaster] 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



289044 

271155_1.R1011 
xsy700207730.hl 

289045 

,271256_1.R1011 

xsy700207889.hl 

BLASTX 

g3157941 

285 

2.0e-25 

91 

59 

(AC002131) Contains similarity to hypothetical protein 
gb_U95973 from A. thaliana. [Arabidopsis thaliana] 

289046 

271300_1.R1011 

xsy700208579.hl 

BLASTX 

g2388577 

165 



40213 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



i 

5.0e-12 

54 

61 

{AC000098) Similar to Arabidopsis putative ion-channel 
PID:g2262157 (gb_AC002329) . [Arabidopsis thaliana] 

289047 

271317_1.R1011 
xsy700207990.hl 

289048 

271336_1.R1011 

ypc700802115.hl 

BLASTX 

g2648032 

456 

3.0e-50 

135 

69 

(AJ001374) alpha-glucosidase [Solanum tuberosum] 
289049 

271368_1.R1011 
xsy700208060.hl 

289050 

271390_1.R1011 
nbm700465203.hl 



Seq* No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289051 

271402_1.R1011 
xsy700208103.hl 

289052 

271436_1.R1011 

xsy700208147.hl 

BLASTX 

g2827139 

625 

2.0e-65 

128 

87 

{AF027172) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] >gi_404 9343_emb_CAA22568_ (AL034567) 
cellulose synthase catalytic subunit (RSWl) [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



289053 

271490_1.R1011 
xsy700208219.hl 



Seq. No. 

Contig ID 
5 '-most EST 



289054 

271751_1.R1011 
xyt700343632.hl 



Seq. No. 
Contig ID 



289055 

271831 l.RlOll 



40214 



S'-most EST xsy700208731.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID^ 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 



289056 

271834_1.R1011 
xsy700208734.hl 

289057 

271834_2.R1011 
xmt700257909.hl 

289058 

271840_1.R1011 

xsy700208740.hl 

BLASTX 

gl922246 

347 

7.0e-33 

93 

71 

(Y10086) putative dehydrogenase [Arabidop^is thaliana] 
289059 

271936_1.R1011 
xsy700208867.hl 

289060 

271954_1.R1011 
xsy700208888.hl 

289061 

271958_1.R1011 
kem700610790.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



289062 

271981_1.R1011 
xsy700208923.hl 

289063 

272040_1.R1011 

hbs701184169.hl 

BLASTX 

g2072626 

205 

4.0e-16 

46 
78 

(Y12904) hypothetical protein [Arabidopsis thaliana] 
>gi_3281856_emb_CAA19751_ {AL031004) Transcription factor 
II homolog [Arabidopsis thaliana] 

289064 

272054_1.R1011 

xsy700209012.hl 

BLASTX 

g2827469 

225 

l.Oe-18 



40215 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 



116 
37 

(AF044255) NCSA [Dictyosteliiim discoideum] 
289065 

272082_1.R1011 

xsy700209053.hl 

BLASTX 

gl805254 

415 

7.0e-44 

104 

88 

(U62622) monogalactosyldiacylglycerol synthase [Cucumis 
sativus] 

289066 

272092_1,R1011 
mwy700438453.hl 

289067 

272117_1.R1011 
xsy700209108.hl 

289068 

272136__1.R1011 
xmt700267941.hl 

289069 

272172_1.R1011 
xsy700209172.hl 

289070 

272196_1,R1011 
xsy700209207.hl 

289071 

272231_1.R1011 
rvt700552849.hl 

289072 

272340_1.R1011 

xsy700209389.hl 

BLASTX 

g3860273 

150 

l.Oe-09 

54 

48 

{AC005824) hypothetical protein [Arabidopsis thaliana] 
>gi_4314398_gb_AAD15608_ (AC006232) hypothetical protein 
[Arabidopsis thaliana] 

289073 

272597^1. RlOll 
xsy700209717,hl 



40216 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



289074 

272693_1.R1011 
xsy700209848.hl 

289075 

272731_1.R1011 

xsy700209894.hl 

BLASTN 

g4512215 

134 

2.0e-69 

277 
91 

Zea mays ZmRRl mRNA for response regulator, complete cds 
289076 

272861_1.R1011 
xsy700210105.hl 

289077 

273069_1.R1011 

rvl700458594.hl 

BLASTX 

gl40'2886 

423 

7.0e-42 

103 

76 

(X98130) unknown [Arabidopsis thaliana] 
289078 

273070_1.R1011 
xdg700405230.hl 

289079 

273102_1.R1011 
xsy700210427.hl 

289080 

273174_1.R1011 

xsy700210547.hl 

BLASTX 

g2765140 

356 

2.0e-50 

117 

75 

(Y11931) l-phosphatidylinositol-4,5-bisphosphate 
phosphodiesterase [Nicotiana rustica] 

289081 

273295_1.R1011 
mwy700440019.hl 

289082 

273415_1.R1011 
xsy700210862.hl 



40217 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 



BLASTX 

g3065835 

156 

2.0e-10 

56 

55 

(AF058800) 
thaliana] 



putative methyltransf erase [Arabidopsis 



289083 
273668 



2.R1011 



fdz701161853,hl 

BLASTX 

g2618725 

154 

4.0e-13 

59 

71 

(049074) IAA18 [Arabidopsis thaliana] 
289084 

273683_1.R1011 
xsy700211261.hl 

289085 

273687_1.R1011 

rvl700458540.hl 

BLASTX 

g3080415 

344 

l.Oe-32 

101 

65 

(AL022604) cysteine proteinase-like protein [Arabidopsis 
thaliana] 

289086 

273738_1.R1011 

xsy700211337,hl 

BLASTX 

g3461814 

315 

4.0e-29 

107 

59 

(AC004138) hypothetical protein [Arabidopsis thaliana] 
289087 

273781_1.R1011 
afb700381940,hl 

289088 

273854_1.R1011 
yne700378696.hl 

289089 

273969 l.RlOll 



40218 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



xsy700211646.hl 

BLASTX 

gl771158 

231 

5.0e-19 

160 

32 

{Y07861) MFPl protein [Lycopersicon esculentum] 



Seq. No, 
Contig ID 
5 '-most EST 



289090 

273998_1.R1011 
xsy700211681.hl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289091 

274124_1,R1011 

xsy700211855.hl 

BLASTX 

g4558659 

271 

6.0e-30 

145 

48 

(AC007063) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



289092 

274323_1.R1011 
xsy700212133.hl 



Seq. No. 

Contig ID 
5 '-most EST 



289093 

274355_1.R1011 
nbm700469225.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289094 

274453_1.R1011 
nbm700469819.hl 



Seq. No. 

Contig ID 
5 '-most EST 



289095 

274463_1.R1011 
tfd700569945.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289096 

274469_1.R1011 
nbm700473932.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289097 

274719_1.R1011 
xsy700212719.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



289098 

274744_1.R1011 

fdz701163036.hl 

BLASTX 

gl001311 

455 

2.0e-45 

149 

58 



40219 



NCBI Description 


{D64006) hypothetical protein [Synechocystis sp.] 


Oorr Kin 


289099 


PnTTh 1 rr TD 


274926 l.RlOll 




xsv7002^12995 hi 


O C Lj^ • in vj • 


289100 




275040 1 RlOll 


5 '-most EST 


xsy700213142.hl 


Fits UllL/Ll 


RT.A^TX 


NCBI GI 


g4098238 


BLAST score 


141 


Hi V CL J- U-s? 


7 . Oe-09 




63 


% identity 


48 


NCBI Description 


(U7 6384) o-methyltransf erase [Triticum aestivum] 




289101 


PoTil" "i rr TD 


275070 1. RlOll 




xdb700342119 hi 




i. O ^ X W t. 


P/'^ 'n'l- T rr TH 


275111 1 RlOll 

^f>>XXX X« iA.X V X X 


v/ ILLI^O L. HiO X 


xsv7Q0Jl3232 .hi 




RLASTX 


NCBI GI 


g3608154 


BLAST score 


218 


ill VdXUti 


7 . Oe-18 




104 


•5 idCllLXLy 


4 5 


iNt^oJ. uescripnon 


nnWnriwn ■nrri'hpii n T ATalni do'DSis thalianal 




9fi Q1 


r^/^r^+- T rr T r\ 
L-OnT-iy lU 


97 1 ft 1 R1 m 1 

^/^xJ.o X. j:\x vj X X 




gct70lT69318 .hi 




RT.A9TX 


NCBI GI 


g2462745 


BLAST score 


147 


i_> V CL X 


1 . Oe-09 




91 


% identity 


38 


NCBI Description 


(AC002292) Hypothetical protein [Arabidopsis thaliana] 


o c y^ • LN u • 


289104 


Contig ID 


275136 1. RlOll 


5 '-most EST 


hbs701182124.hl 


O c; y^ • Lsnj • 


289105 


Contig ID 


275144 1. RlOll 


5 '-most EST 


xsy700213273.hl 


Seq, No. 


289106 


Contig ID 


275166 1. RlOll 


5 '-most EST 


xsy700213310.hl 


Seq. No. 


289107 


Contig ID 


275327_1. RlOll 



40220 



5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



xsy700213543.hl 
289108 

275333_1.R1011 
xsy700213552.hl 

289109 

275516_1.R1011 
xmt700266828.hl 

289110 

275756_1.R1011 
zla700379928.hl 

289111 

275764_1.R1011 

nbm700466968.hl 

BLASTX 

g3687224 

521 

3.0e-53 

134 

75 

(AC005169) putative N-adetyl-gamma-glutamyl-phosphate 
reductase [Arabidopsis thaliana] 

289112 

275877_1.R1011 

nbm700467111.hl 

BLASTX 

g2145356 

257 

2.0e-22 

95 
60 

(Y11122) HD-Zip protein [Arabidopsis thaliana] >gi__3132474 
(AC003096) homeobox protein, ATHB-14 [Arabidopsis thaliana] 

289113 

275938_1.R1011 
xsy700214440.hl 

289114 

275959_1.R1011 

xsy700214469.hl 

BLASTX 

g2914703 

403 

3.0e-39 

151 

51 

(AC003974) unknown protein [Arabidopsis thaliana] 
289115 

276006_1.R1011 
xsy700214547.hl 



40221 



oec5" NO. 


op Q1 1 C 




Z / OZO / X.jaXvJXX 


D lUOSI- HjO i 


vQwTnnP^l 4 Q?4 hi 




oXiriO i A 


NCBI GI 


g3005983 


BLAST score 


310 


E value 


z . ue ZD 


i^aucn xengi.n 




% identity 


71 


NCBI Description 


{Y14387) lycopene 


Seq. No. 


z 0 y XX / 


Contig ID 


^/o4Jo X.rtXUXX 


5 -most EST 


rvi /UU40040U .nx 


Seq. No. 




Contig ID 


z/boxy x.KXuxx 


D mOSU IljOi 


nbi-ml 0047 (^4 hi 

I J.XJXLL / UU^ /D*±\JJ.llJw 


iYietnou. 


DljrTk.O J. 




a2739355 
/ ~j ^ -J 


BLAST score 


480 


E value 


4.0e-48 


Match length 


122 


% identity 


70 


NCBI Description 


(AC003972) pNORFl 



Seq. No. 
Contig ID 
5 '-most EST 



[Homo sapiens] >gi_3328175 {AF074016) 
nonsense-mediated mRNA decay trans-acting factor [Homo 
sapiens] 

289119 

276619_1.R1011 
nbm700471303.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289120 

276620_1.R1011 
ypc700799028.hl 



Seq. No, 

Contig ID 
5 '-most EST 



289121 

276646_1.R1011 
hvj700621555.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289122 

276693_1.R1011 
xsy700217488.hl 

289123 

276747_1.R1011 

zuv700353260.hl 

BLASTX 

gl942055 

336 

2^.0e-31 

94 

67 

Structure Of Nadph Dependent Thioredoxin Reductase 



Seq, No. 
Contig ID 



289124 

276829 l.RlOll 



40222 



5 '-most EST 

Seq. No* 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



hbs701184611.hl 
289125 

276834_1.R1011 
xsy700217694.hl 

289126 

276876_1.R1011 
nwy700444979.hl 

289127 

276896_1.R1011 
xsy700217779.hl 

289128 

277066_1.R1011 
xmt700266821.hl 

289129 

277078^1. RlOll 
uwh700207171.hl 

289130 

277094_1.R1011 

xmt700265862.hl 

BLASTX 

gl00876 

1722 

O.Oe+00 

444 

84 

globulin-2 precursor - maize >gi_228310_prf 1802402A 

globulin 2 [Zea mays] 

289131 

277121_1.R1011 

rvt700552241.hl 

BLASTX 

g4165089 

178 

7.0e-13 

119 

36 

(AF084480) Williams-Beuren syndrome deletion transcript 9 
homolog [Mus musculus] 

289132 

277176_1.R1011 
xmt700258221.hl 



Seq. No, 

Contig ID 
5 '-most EST 



289133 

277183_1.R1011 
nbm700474918.hl 



Seq, No. 

Contig ID 
5 '-most EST 



289134 

277192_1.R1011 
xmt700257969.hl 



40223 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



BLASTX 

g4586244 

224 

3.0e-18 

131 

41 

(AL049640) 



putative protein [Arabidopsis thaliana] 



289135 

277232_1.R1011 
xmt700256819.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



289136 

277239_1.R1011 

xmt700261252.hl 

BLASTX 

gl710077 

737 

3.0e-78 

177 

79 

PEROXIREDOXIN (REHYDRIN HOMOLOG) (B15C) 

>gi_2130029_pir S60285 B15C protein - barley 

>gi_471321_emb_CAA54066__ (X76605) HvBlSC [Hordeum vulgare] 
>gi_1694833__emb_CAA65387_ (X96551) peroxiredoxin [Hordeuin 
vulgare] 

289137 

277239^2. RlOll 

xmt700264656.hl 

BLASTX 

gl710077 

239 

3.0e-39 

88 

90 

PEROXIREDOXIN (REHYDRIN HOMOLOG) (B15C) 

>gi_2130029_pir S60285 B15C protein - barley 

>gi_471321_emb_CAA54066_ {X76605) HvBlSC [Hordeum vulgare] 
>gi_1694833_emb_CAA65387_ (X96551) peroxiredoxin [Hordeiom 
vulgare] 

289138 

277303_1.R1011 

ceu700423777.hl 

BLASTX 

g2244999 

225 

2.0e-18 

90 

60 

(Z97341) similarity to phaseolin G-box binding protein PG2 
[Arabidopsis thaliana] 

289139 

277312_1.R1011 
xmt700256950.hl 



40224 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289140 

277333_1.R1011 

xint700257010.hl 

BLASTX 

g691752 

224 

2.0e-18 

84 

55 

(D29803) preproMP27-MP32 [Cucurbita sp.] 



Seq. No* 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289141 

277372_1,R1011 

gwl700617436.hl 

BLASTX 

gl703227 

491 

l.Oe-49 

136 

68 

ALANINE AMINOTRANSFERASE 2 (GPT) (GLUTAMIC — PYRUVIC 
TRANSAMINASE 2) {GLUTAMIC—ALANINE TRANSAMINASE 2) 

(ALAAT-2) >gi_629770_pir S42535 alanine transaminase (EC 

2.6.1.2) - barley >gi_4 6914 8_emb_CAA8 123 1_ (Z26322) alanine 
aminotransferase [Hordeum vulgare] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289142 

277376_1.R1011 

xmt700257078.hl 

BLASTX 

g2735017 

349 

3.0e-33 

98 

61 

(U82481) KI domain interacting kinase 1 



[Zea maysl 



Seq. No. 

Contig ID 
5 '-most EST 



289143 

277389_1.R1011 
nbm700467070.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289144 

277401_1.R1011 

xmt700264666.hl 

BLASTN 

gl68508 

371 

O.Oe+00 

444 

96 

Maize oleosin KD18 



(KD18; L2) gene, complete cds 



Seq. No, 
Contig ID 
5 '-most EST 



289145 

277403_1.R1011 
xmt700262929.hl 



40225 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289146 

277409_1.R1011 

xmt700265750.hl 

BLASTX 

g691752 

386 

3.0e-37 

99 

66 

(D29803) preproMP27-MP32 [Cucurbita sp.] 



Seq. No, 
Contig ID 
5 '-most EST 



289147 

277413_1.R1011 
xmt700265754.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289148 

277435__1.R1011 
ltv700479662.hl 



Seq. No. 

Contig ID 
5 '-most EST 



289149 

277436__1.R1011 
xmt700257196.hl 



Seq. ^No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289150 

277446_1.R1011 

nbm7 0047 64 92.hl 

BLASTX 

g2270994 

362 

l.Oe-34 

90 

68 

(AF004809) Ca+2-binding EF hand protein [Glycine max] 
289151 

277447^1. RlOll 

xmt700267629.hl 

BLASTX 

g3694807 

522 

4.0e-53 

171 

55 

{AF055898) alanine aminotransferase [Zea mays] 



Seq, No. 
Contig ID 
5 '-most EST 



289152 

277498_1.R1011 
xmt700257331.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289153 

277506__1.R1011 
gct701174216.hl 



Seq. No. 

Contig ID 
5 '-most EST 



289154 

277541_1.R1011 
hbs701185949.hl 



40226 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289155 

277561_1.R1011 

xmt700268091.hl 

BLASTN 

g687246 

218 

l.Oe-119 

246 

97 

Zea mays oil body protein 17 kDa oleosin {olel7) gene^ 
complete cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289156 

277605_1,R1011 

gwl700615154.hl 

BLASTX 

g2745900 

265 

3.0e-23 

93 

54 

(AF039405) arsenite-translocating ATPase [Mus musculus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289157 

277619_1.R1011 

xmt700262858.hl 

BLASTX 

g99921 

151 

8.0e-12 

67 

63 

hypothetical protein - soybean >gi_18591_emb__CAA42636_ 
(X60033) auxin-responsive GH3 product [Glycine max] 



Seq. No. 
Contig ID 
5 '-most EST 



289158 

277706_1.R1011 
xmt700257773.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289159 

277718_1.R1011 
hbs701184314.hl 



Seq. No. 

Contig ID 
5 '-most EST 



289160 

277739_1.R1011 
xmt700263624.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289161 

277746_1.R1011 
xmt700261667.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



289162 

277760_1.R1011 

xmt700262576.hl 

BLASTX 

gl707074 

253 



40227 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 •-most EST 



9.0e-22 

125 

42 

(U80450) M01E11.2 [Caenorhabditis elegans] 
289163 

277761_1.R1011 
xmt700261288.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



289164 

277776_1.R1011 

xmt700257889.hl 

BLASTN 

gl67005 

34 

l.Oe-09 

70 

87 

Hordeum vulgare chloroplast beta-ketoacyl-ACP sythase I 
isozyme (Kasl2) gene^ exons 1 through 7 and complete cds 

289165 

277778_1.R1011 

ypc700799059.hl 

BLASTX 

g4468981 

308 

l.Oe-28 

85 

64 

(AL035605) f ormamidase-like protein [Arabidopsis thaliana] 
289166 

277796_1.R1011 
xtd700282268.h2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No- 
Contig ID 
5 '-most EST 



289167 

277890__1.R1011 

xdb700340315.hl 

BLASTX 

g4006897 

213 

5.0e-17 

78 

56 

(Z99708) globulin-like protein [Arabidopsis thaliana] 
289168 

277894^1. RlOll 
xmt700258079.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289169 

277901_1.R1011 
xmt700259393.hl 



Seq. No. 
Contig ID 



289170 

277913 l.RlOll 



40228 



t; t 4- T?C'T> 


xmt700258111.hl 




289171 




277948 2 RlOll 




xmt7002^58155 .hi 




BLASTX 


NCBI GI 


g3776025 


BLAST score 


388 


K v;^ 1 IIP 


8 . Oe-38 


Ma "h r^h 1 OTirTl"Vi 

net U ^11 -Ldi^^L-li 


97 


O _L J. i l.^ -L U. 


80 




fAJmn474^ RNA helicase 




^ 0 ^ X / 




278002 1 RlOll 




xmt7 002^5901 9 .hi 




BLASTX 


NCBI GI 


g4105683 


BLAST score 


338 


E value 


9.0e-44 




106 


?; "i Hpn1" 1 "hv 


85 




^AFn4QR*52^ unknown fOrvz 




fc;iiix/xyu o^cjoxxxo j^xvjucxi.i 


beq. INO* 


^ 0 -/X / 0 


UOnT-ly lU 


<^/OvOO X. XN.X U X X 


5 ' -most EST 


fdz70lT65778 .hi 


Method 


BLASTX 


NCBI GI 


g4587565 


BLAST score 


154 


E value 


2.0e-10 


Match length 


51 



indica] 



% identity 

NCBI Description 



59 

(AC006550) Similar to rab28 protein gb__X59138 from Zea 
mays. EST gb_AA042774 comes from this gene. [Arabidopsis 
thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 



289174 

278127_1. RlOll 
xmt700266971.hl 



Seq. No, 
Contig ID 
5 '-most EST 



289175 

278131_1, RlOll 
xmt700258412.hl 



Seq. No, 

Contig ID 
5 '-most EST 



289176 

278138_1. RlOll 
gwl700613230.hl 



Seq, No. 
Contig ID 
5 '-most EST 



289177 

278180_1. RlOll 
xmt700258505.hl 



Seq, No. 
Contig ID 
5 '-most EST 



289178 

278200_1. RlOll 
xmt700258529.hl 



40229 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



289179 

278217_1.R1011 
fdz701163696.hl 

289180 

278231_1.R1011 
xmt700258573.hl 

289181 

278274_1.R1011 
xmt700258639.hl 

289182 

278387_1.R1011 
xmt700258805.hl 

289183 

278413_1.R1011 
xmt700264134.hl 

289184 

278419__1.R1011 
xmt700258852.hl 

289185 

278454__1.R1011 

fdz701165922.hl 

BLASTX 

gl945283 

314 

3.0e-29 

62 

89 

{Y11351) myb factor [Oryza sativa] 
289186 

278506_1.R1011 
xyt700346603.hl 

289187 

278508_1,R1011 
xmt700263970.hl 

289188 

278508_2.R1011 
fdz701161728.hl 

289189 

278523_1.R1011 

xmt700259032.hl 

BLASTN 

g687246 

221 

l.Oe-121 

237 

99 



40230 



NCBI Description Zea mays oil body protein 17 kDa oleosin {olel7) gene, 
complete cds 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



289190 

278531_1.R1011 
afb700380914.hl 

289191 

278532_1.R1011 

yyf700349671.hl 

BLASTX 

g4510401 

265 

l.Oe-22 

127 
46 

(AC006587) putative general negative regulator of 
transcription [Arabidopsis thaliana] 

289192 

278562_1.R1011 
hvj700622506,hl 

289193 

278820_1.R1011 

xmt700259691,hl 

BLASTX 

g4006848 

272 

l.Oe-30 

117 

62 

{AJ131433) selenocysteine methyltransferase [Astragalus 
bisulcatus] 

289194 

278917__1.R1011 

xmt700260177.hl 

BLASTX 

g3914212 

376 

2.0e-36 

104 

70 

5-OXOPROLINASE ( 5 -OXO-L- PROLINASE) ( PYROGLUTAMASE) 
(5-OPASE) >gi_1732065 (U70825) 5-oxo-L-prolinase [Rattus 
norvegicus] 

289195 

278925_1.R1011 

fdz701158487.hl 

BLASTX 

g732174 

321 

l.Oe-29 

141 

49 



40231 



NCBI Description 



PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE K03H1.2 >gi_387817 6_emb_CAA82662_ (Z29560) similar 
to DEAH subfamily RNA helicases, especially yeast pre-mRNA 
splicing factors 22 and 16; cDNA EST EMBL:D27770 comes from 
this gene; cDNA EST EMBL:D277 69 comes from this gene; cDNA 
EST EMBL:D36247 comes from this ... 

>gi_424 97 68__gb_AAD13795__ (AF120269) sex determination 
protein MOG-1 [Caenorhabditis elegans] 



Seq, No. 
Contig ID 
5 '-most EST 



289196 

278960_1.R1011 
xmt700260321.h2 



Seq. No. 
Contig ID 
5 '-most EST 



289197 

278993_1.R1011 
xmt700260389,h2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289198 

279106_1.R1011 

nbm700468937.hl 

BLASTX 

g2864624 

181 

3.0e-13 

105 

37 

(AL021811) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



289199 

279131_1.R1011 
xmt700260738.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289200 

279177_1.R1011 
xmt700260917.hl 



Seq. No, 
Contig ID 
5 '-most EST 



289201 

279190_1.R1011 
xmt700260943.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289202 

2.79238_1.R1011 
xmt700264302.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289203 

279276_1.R1011 
xmt700261135,hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



289204 

279289_1.R1011 

xmt700261160.hl 

BLASTX 

g82410 

315 

4.0e-31 

107 

69 



40232 



NCBI Description peroxidase (EC 1.11.1.7) BPl precursor - barley >gi_167081 
{M73234) peroxidase BP 1 [Hordeum vulgare] 



• LNO • 


9fi Q9nR 


uonrig lu 


oiOiOdA 1 T51 ni 1 
z/yzy^ x.Kiuii 


0 — mosL boi 


xm u / uu^Diiocj .ni 


O ^ • IN u • 




Contig ID 


279353 l.RlOll 


5 '-most EST 


xmt700266053.hl 




Oj-LTlO i. A. 




gz 0 oZlZ y 


DiiAbi score 


IDl 


E value 


1 Ho— HQ 

1 . ue U 


tyiatcn xengun 


71 
/ 1 


% identity 




NCBI Description 


\£\o/.zzDoy} poiy ^iiJJJr— noose 


D c » IN U . 




Contig ID 


279366 l.RlOll 


5 '-most EST 


afb700381623.hl 




i5J_ifiO i A 




r-T/i nn tf^fi o n 
g^ u u Do o u 


BLiAoi score 


1 OD 


E value 


1 • ue— 11 


Match, length 


Oo 


-s Identity 


/ i 


NCBI Description 


(iiyy/u/j putative prorem 


Oeg. INO . 




Contig ID 


279376 l.RlOll 


5 '-most EST 


rvl700453938.hl 


Metnoa 


Dliiib iA 




g4iZ DO / / U 


BLAST score 


514 


E value 


3.0e-52 


Match length 


1 R /I 
104 


% identity 


oZ 


NCBI Description 


(AC006218) unknown protein 


beq* wo. 


Zo y/uy 


Contig ID 


z / yo / o X . KlUll 


5 '-most EST 


xmt700261326.hl 


oeq. iNO» 


zo yz lu 


Contig lu 


z / y4z / 1 • KlUll 


5 '-most EST 


nbm700475677.hl 


bCv^ • iNO ♦ 


Z O J/Z 1 1 


Contig ID 


279462 l.RlOll 


5 '-most EST 


hbs701183560.hl 


Seq. No. 


289212 


Contig ID 


279547 l.RlOll 


5 '-most EST 


xmt700261668.hl 


Seq. No. 


289213 



[Zea mays] 



40233 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279588_1.R1011 

ltv700479535.hl 

BLASTX 

g3335169 

346 

7.0e-33 

94 

70 

(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520__ (AL035440) embryo-specific 
protein 1 (ATSl) [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



289214 

279722_1.R1011 
xmt700262470.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289215 

279757_1.R1011 

xmt700262142,hl 

BLASTX 

gl351410 

583 

2.0e-60 

136 

74 

VACUOLAR PROCESSING ENZYME PRECURSOR (VPE) 
>gi_511938_dbj_BAA06030__ {D28876) cysteine proteinase 
[Glycine max] 



Seq. No- 
Contig ID 
5 '-most EST 



289216 

279781_1.R1011 
fdz701164942.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289217 

279789_1.R1011 
xmt700266632.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289218 

279845^1. RlOll 
xmt700262309.hl 



Seq. No. 

Contig ID 
5 '-most EST 



289219 

280172_1.R1011 
xmt700262821.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289220 

280220_1.R1011 
fdz701166461.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289221 

280254_1,R1011 
xmt700266381.hl 



Seq. No. 
Contig ID 
5.'-most EST 



289222 

280328_1.R1011 
xmt700266208,hl 



40234 



Seq. No. 
Contig ID 
5 '-most EST 



289223 

280344_1.R1011 
xmt700263082.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



289224 

280384_1.R1011 

xmt700263159.hl 

BLASTX 

g4539005 

196 

2.0e-15 

68 

63 

{AL049481) putative oxidoreductase [Arabidopsis thaliana] 
289225 

280440__1.R1011 
gct701167784.hl 

289226 

280465_1.R1011 

xmt700263278.hl 

BLASTX 

g4505941 

267 

3.0e-23 

147 

41 

polymerase (RNA) II (DNA directed) polypeptide B (14 0kD) 
>gi_401012_sp_P30876_RPB2_HUMAN DNA-DIRECTED RNA POLYMERASE 
II 140 KD POLYPEPTIDE (RNA POLYMERASE II SUBUNIT 2) (RPB2) 

>gi_346349_pir S28976 DNA-directed RNA polymerase (EC 

2.7,7.6) II largest chain - human >gi_254869_bbs_112657 RNA 
polymerase II second largest subunit, RNA polymerase B 
second largest subunit [human, HeLa cells, Peptide, 1174 
aa] >gi_36122_emb_CAA45124_ (X63563) RNA polymerase II 140 
kDa subunit [Homo sapiens] 

289227 

280487_1.R1011 

xmt700267466.hl 

BLASTX 

g2147484 

217 

6.0e-21 

101 

62 

homeotic protein - Phalaenopsis sp >gi_1173622 (U34743) 
homeobox protein [Phalaenopsis sp. 'hybrid SM9108'] 

289228 

280491_1.R1011 
nbm700466701.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289229 

280497_1.R1011 
nbm700476190.hl 



40235 



Seq. No* 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289230 

280504_1.R1011 

gwl700613353.hl 

BLASTX 

g4324597 

312 

3. Oe-28 

237 

41 

(AF106324) sodium proton exchanger Nhxl [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



289231 

280505_1.R1011 
xmt700267072.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289232 

280507_1.R1011 

xmt700266171.hl 

BLASTX 

g691752 

333 

3.0e-31 

129 

56 

{D29803) preproMP27-MP32 



[Cucurbita sp.] 



Seq. No. 
Contig ID 
5 '-most EST 



289233 

280540^1. RlOll 
xmt700267608.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289234 

280551_1.R1011 

xmt700263420.hl 

BLASTX 

g3724087 

418 

4.0e-41 

104 

75 

{AJ011840) 1-deoxyxylulose 5-phosphate synthase 
[Catharanthus roseus] 



Seq. No. 
Contig ID 
5 '-most EST 



289235 

280597_1.R1011 
fdz701164132.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289236 

280614_1.R1011 
ypc700804863.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



289237 

280662_1.R1011 
xmt700263690.hl 
BLASTX 
gl046377 



40236 





1 Q4 

X J *± 


E value 


6.0e-15 


Match length 


58 




oo 


nv^di jjescxipnon 


/Q'7QQQ4\ r-i^^T^T^o-r amino oviHacici J P— I- Ayrm* n ;5 1 ]■ / F'P 14."^^ 
\ij / O-?-?*! J OOpptrx dllLXIl^ \JitX(J.a.o c; \ utrXiLiXiidX / \Jii^ x»'±«j»u 




L±enuix/ seeuxmg/ ccpL-xuc jraxLxciX/ <^z.f± adj [-'-'^■'■•'•'^ 




GUXXIla.x Xo J 




9ft Q9^fi 

<C 0 j?^ o o 


UOriuly IJJ 


ZOuOO-/ X«JC\XUXX 


D iLL(Jo U I-jO 1 


T-trl 7nnTS74 4 ^ hi 

XvX / UW'iJ / *±'iU»iiX 


lYlc LliUU. 


OXltiO J. /\ 


NCBI GI 


g4335722 


BLAST score 


474 


Hi Va.XUe 


X . ue f± / 


Match length 


1 9ft 

X<i 0 


% identity 


66 


NCBI Description 


(AC006248) hypothetical protein [Arabidopsis thaliana] 


oeq . NO . 




Contig ID 


280689 l.RlOll 


5 '-most EST 


gwl700618450.h2 


Seq. No. 


o o Qo /I n 


Contig ID 


280730 l.RlOll 


5 '-most EST 


nbm700471854.hl 


oecj* iNo. 


9ft Q941 


Contig ID 


280731 l.RlOll 


5 '-most EST 


xmt700263787.hl 


oecj. iNO. 


9ft Q9A9 


Contig ID 


280756 l.RlOll 


5 '-most EST 


fdz701163137.hl 


oeg . iNo . 


9ft Q94 

Z o j?Z ^ O 


Contig ID 


280769 l.RlOll 


5 '-most EST 


xmt700263864.hl 


Oc=(^ > LN(J • 


O ^Z rt 


Contig ID 


280811 l.RlOll 


5 '-most EST 


xmt700263927.hl 


O e CJ . LN O . 


Z 0 -7Z 4 o 


conrig lu 


oonQTR 1 Di ni 1 
ZoUo/D X.KXUXX 


0 -most hjbi 


nwy /uu44o4Uo.nx 


beg. No. 


Zo yz 4 0 


uonuig iJj 


ZoUoo4 l.KxUll 


D mosu rjoi 


v&Tn7nn^i 1 nft7 hi 


4~ Vi /^ 


■RT ZiQTY 


LN £3 X O i 


g2244971 


BLAST score 


225 


E value 


3.0e-25 


Match length 


96 


% identity 


64 


NCBI Description 


(Z97340) hypothetical protein [Arabidopsis thaliana] 



40237 



1. 



^Seq. No. 
Contig ID 
5 '-most EST 



289247 

280926__1.R1011 
xmt700264101.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289248 

280992_1.R1011 
pwr700451435.hl 

289249 

281025_1.R1011 

xmt700264271.hl 

BLASTX 

g3176687 

388 

l.Oe-37 

97 

73 

(AC003671) Strong similarity to trehalose-6-phosphate 
synthase homolog from A. thaliana chromosome 4 contig 
gb_Z97344. ESTs gb_H37594, gb_R65023, gb__H37578 and 
gb_R64855 come from this gene. [Arabidopsis thaliana] 

289250 

281069_1.R1011 

rvt700549465.hl 

BLASTX 

g4558672 

253 

7.0e-26 

147 

49 

(AC007063) putative 1, 3-beta-D-glucan synthase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



289251 

281242_1.R1011 

xmt700264546.hl 

BLASTX 

g431162 

246 

4.0e-21 

104 

54 

(D21822) ORE [Lilium longiflorum] 
289252 

281369_1.R1011 
xmt700264709.hl 



Seq, No. 
Contig ID 
5 '-most EST 



289253 

281378_2.R1011 
fdz701161357.hl 



Seq, No. 
Contig ID 
5 '-most EST 



289254 

281408_1.R1011 
gct701173338.h2 



40238 



Seq. No. 


289255 


Contig ID 


281411 l.RlOll 




xmt700264764 hi 


Seq. No. 


289256 


Contig ID 


281434 l.RlOll 


S ' -Tnn«5i- F.ST 


XTnt700266806 hi 


Seq. No. 


289257 


Contig ID 


281480 l.RlOll 


S ' -■mo<?t K^T 


xmt700264859 hi 


Seq. No. 


289258 


Contig ID 


281508_1.R1011 






Seq. No. 


289259 


Contig ID 


281710 l.RlOll 


ilLUo L. HiO J. 


wf7nn?4Q49^ hi 


Seq. No. 


289260 


Contig ID 


281909 l.RlOll 




vnr70n8010^3 hi 


osq . i\o . 


)pz ox. 


v^onuig ±u 


ZOX^XO X.Jt\XUlX 


O IllOST- ILoi 


XIUTZ / UUZD004lX.nx 


osq • iNO . 


9p QO ^9 
i!iO yz O^l 




9P1 Q99 1 Rl 01 1 


5 ' -most EST 


xmt7002^6554 6 hi 


Method 


BLASTX 


NCBI GI 


g3482916 


BLAST score 


162 


E value 


3.0e-ll 


Match length 


102 


% identity 


33 



NCBI Description (AC003970) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


289263 


Contig ID 


282015 l.RlOll 


5 '-most EST 


yyf700350879.hl 


Seq. No. 


289264 


Contig ID 


282159 l.RlOll 


5 '-most EST 


xmt700265933.hl 


Seq. No. 


289265 


Contig ID 


282172 l.RlOll 


5 '-most EST 


xmt700265951.hl 


Seq. No. 


289266 


Contig ID 


282174 l.RlOll 


5 '-most EST 


yyf700349082.hl 


Seq. No. 


289267 



40239 



Contig ID 
5 '-most EST 

Seq, No, 
Contig ID 
5 '-most EST 

Seq- No. 
Contig ID 
5 '-most EST 

Seq, No, 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq, No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 




282201_1.R1011 
xmt700265990,hl 

289268 

282211_1,R1011 
xmt700266009.hl 

289269 

282298_1.R1011 
xmt700266120,hl 

289270 

282430_1.R1011 
xmt700266296.hl 

289271 

282506_1,R1011 
xmt700266417.hl 

289272 

282520_1,R1011 
ceu700431981.hl 

289273 

282522_1.R1011 
xmt700266436.hl 

289274 

282647^1. RlOll 
nwy700444441,hl 

289275 

282670_1.R1011 
hvj700623215.hl 

289276 

282674_2.R1011 
hbs701182121.hl 

289277 

282777_1.R1011 
fdz701163675.hl 

289278 

282806_1,R1011 
hbs701186252.hl 

289279 

282839_1,R1011 
xmt700266913.hl 

289280 

282979_1.R1011 
xmt700267140.hl 

289281 

283020_1.R1011 

40240 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



hbs701181990.hl 

BLASTX 

g3738230 

272 

7.0e-24 

77 

64 

(AB007790) DREB2A [Arabidopsis thaliana] 

>gi_4126706_dbj__BAA36705_ (AB016570) DREB2A [Arabidopsis 
thaliana] 



Seq. No, 
Contig ID 
5 '-most EST 



289282 

283025_1.R1011 
fdz701158803.hl 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289283 

283028_1.R1011 

zuv700355514.hl 

BLASTX 

gl742800 

149 

9.0e-10 

98 

39 

{D90814) ORF_ID:o322#7; similar to [SwissProt Accession 
Number Q06373] [Escherichia coli] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289284 

283038_1.R1011 

xmt700267266.hl 

BLASTN 

g21892 

78 

6.0e-36 

133 

90 

T.aestivum (clone pTAUl.3) Ul snRNA 



Seq. No. 
Contig ID 
5 '-most EST 



289285 

283092_1.R1011 
xmt700267286.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289286 

283102_1.R1011 
xmt700267305.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289287 

283174^1. RlOll 
hbs701186172.hl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



289288 

283274_1.R1011 

xmt700267602.hl 

BLASTX 

g4586244 

387 

2.0e-37 



40241 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



112 
68 

(AL049640) putative protein [Arabidopsis thaliana] 
289289 

283410_1.R1011 
rvt700550221.hl 



Seq* No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



289290 

283418_1.R1011 
pwr700452089.hl 

289291 

283484_1.R1011 
xmt700267960.hl 

289292 

283496_1.R1011 

zuv700356285.hl 

BLASTX 

g2500142 

295 

8.0e-27 

117 

53 

PEPTIDE CHAIN RELEASE FACTOR 2 (RF-2) 

>gi_2313254_gb_AAD07236.1_ (AE000537) peptide chain release 
factor RF-2 (prfB) [Helicobacter pylori 26695] 

289293 

283533^1. RlOll 
xmt700268041.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



289294 

283669_1.R1011 
wen700331869.hl 

289295 

283708_1.R1011 
xtj700378135.hl 

289296 

283767_1.R1011 

wen700332011.hl 

BLASTN 

g4505010 

195 

l.Oe-106 

308 

91 

Homo sapiens lysyl oxidase-like 2 (L0XL2) mRNA 
>gi_1890107_gb_U89942_HSU89942 Human lysyl oxidase- related 
protein [WS9-14) mRNA, complete cds 

289297 

283793_1.R1011 
gct701176265.hl 



40242 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



289298 

283889_1.R1011 

nwy700444650.hl 

BLASTN 

g5016088 

244 

l.Oe-135 

409 

96 

Homo sapiens actin, beta (ACTS) mRNA 

>gi_28251_emb_X00351_HSAC07 Human mRNA for beta-actin 
289299 

283983_1.R1011 
wen700332371.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289300 

284006_1.R1011 

pwr700450033.h2 

BLASTX 

gl27148 

447 

l.Oe-47 

96 

98 

MYOSIN LIGHT CHAIN ALKALI, SMOOTH-MUSCLE ISOFORM (MLC3SM) 

{LC17B) {LC17-GI) >gi__108819_pir S13671 myosin catalytic 

light chain A - bovine >gi_1360691_pir M0HU6N myosin 

alkali light chain 6, nonmuscle form - human 
>gi_578_emb_CAA38721_ {X54 977) 17, 000 dalton myosin light 
chain [Bos taurus] >gi_189018 (M22919) non-muscle myosin 
light chain [Homo sapiens] 

289301 

284017_1.R1011 

wen700332431.hl 

BLASTX 

gl32653 

544 

7.0e-56 

108 

98 

60S RIBOSOMAL PROTEIN L12 >gi_7 1213_pir R7RT12 ribosomal 

protein L12 - rat >gi_57680_emb_CAA37581_ (X53504) 
ribosomal protein L12 [Rattus rattus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289302 

284041_1.R1011 

pwr700449743.h2 

BLASTX 

g31092 

733 

8.0e-87 

166 

99 

(X16869) elongation factor 1-alpha 



(AA 1-4 62) [Homo 



40243 



sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289303 

284056_1.R1011 

bdu700382713.hl 

BLASTX 

gl27397 

172 

l.Oe-12 

61 

56 

METALLOTHIONEIN-II (MT-II) >gi_72158_pir SMHU2 

metallothionein 2 - human >gi_37121_emb_CAA23841_ (V00594) 
reading frame metallothionein [Homo sapiens] 
>gi_263507_bbs_122344 (S52379) metallothionein-II, MT-II 
[human, astrocytoma U373MG cell line. Peptide, 61 aa] [Homo 
sapiens] >gi_386863 (J00271) metallothionein II [Homo 
sapiens] >gi__14 95466_emb__CAA65915_ (X97260) Metallothionein 

2 [Homo sapiens] >gi_223529_prf 0811253A metallothionein 

II [Homo sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289304 

284062_1.R1011 

pwr700453014.hl 

BLASTX 

gll6509 

241 

2.0e-28 

90 

80 

CALCYCLIN (PROLACTIN RECEPTOR ASSOCIATED PROTEIN) (PRA) 
(GROWTH FACTOR-INDUCIBLE PROTEIN 2A9) (SlOO CALCIUM-BINDING 

PROTEIN A6) >gi_71752__pir BCHUY calcyclin - human 

>gi_179766 (J02763) calcyclin [Homo sapiens] >gi_179768 
(M18981) put. calcyclin; putative [Homo sapiens] >gi__183098 
{M14300) 2A9 peptide [Homo sapiens] 



Seq, No. 
Contig ID 
5 '-most EST 



289305 

284106_1.R1011 
yyf700348201,hl 



Seq. No. 
Contig ID 
5 '-most EST 



289306 

284157^1. RICH 
zla700380106.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289307 

284190_1.R1011 

bdu700382730.hl 

BLASTX 

gl374698 

240 

8.0e-21 

68 

71 

(D83032) nuclear protein, NP220 [Homo sapiens] 



Seq. No, 



289308 



40244 



Contig ID 
5 '-most EST 



284237_1.R1011 
wen700332876.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289309 

284245_1.R1011 
wen700336227.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
•BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



289310 

284246_1.R1011 

yyf700347722.hl 

BLASTX 

g4506593 

344 

l.Oe-32 

88 
76 

ribosomal protein LIO >gi_4506603_ref_NP_002939 . l_pRPL15_ 
ribosomal protein L15 >gi_414587 {L25899) ribosomal protein 
LIO [Homo sapiens] 

289311 

284413_1.R1011 

rvl700456562.hl 

BLASTX 

g4503797 

329 

l.Oe-30 

65 
100 

ferritin, light polypeptide >gi_182518 
light subunit [Homo sapiens] 

289312 

284430_1.R1011 
wen700333283.hl 



{M10119) ferritin 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 '-most EST 



289313 

284461_1,R1011 

wen700333232,hl 

BLASTX 

g306553 

1020 

l.Oe-111 

214 

93 

(L13802) ribosmal protein small subunit 
289314 

284509_1.R1011 
wen700333306.hl 



[Homo sapiens] 



Seq. No. 
Contig ID 
5 '-most EST 



289315 

284526_1.R1011 
wen700333327.hl 



Seq. No. 
Contig ID 



289316 

284530 l.RlOll 



40245 











NCBI GI 


g4539351 


BLAST score 


298 


E valus 


4i » ue— ^ / 


LYiaLcri xengT-n 


1 9 Q 


% identity 


47 


NCBI Description 


(AL035539) putative protein [Arabidopsis 




op qq-i 7 






o -most boi 


wen /uuooj^oz, ni 


beq. NO, 




Lontig iU 


zo4oyb i.KlUll 


O IUOSL. HjOI 


yy X / uuoouooo . nx 






"Kir* D T T 


~.l O 0 Q 0 T 

gx oZoz / 


BLAST score 


372 


E value 


5.0e-36 


Match length 


81 


% identity 


89 


NCBI Description 


60S RIBOSOMAL PROTEIN L26 >gi 71312 pir 




protein L26 - rat >gi 57692 emb CAA32801 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



(AA 1-145) [Rattus rattus] >gi_226411_prf 1511091A 

ribosomal protein L26 [Rattus norvegicus] 

289319 

284643_1.R1011 

nwy700443948.hl 

BLASTX 

gl98578 

469 

3.0e-47 

94 

98 

(M76762) ribosomal protein [Mus musculus] 
289320 

284650_1.R1011 

pwr700449673,hl 

BLASTX 

gl33043 

378 

l.Oe-36 

80 

94 

60S ACIDIC RIBOSOMAL PROTEIN PO (LlOE) 

>gi_71139_pir R5MS10 acidic ribosomal protein PO - mouse 

>gi_5002 6_emb_CAA33338_ (X15267) PO protein [Mus musculus] 

289321 

284694_1.R1011 

zuv700354406.hl 

BLASTX 

gl21665 

499 



40246 



E value 
Match length 
% identity 
NCBI Description 



^ 

7,0e-51 

94 

98 

GLUTATHIONE PEROXIDASE (GSHPX-1) (CELLULAR GLUTATHIONE 
PEROXIDASE) >gi_4467837__einb_CAB37833_ (Y00483) glutathione 
peroxidase [Hoino sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289322 

284752_1.R1011 

pwr700449776.h2 

BLASTX 

g2119204 

758 

l.Oe-80 

165 

93 

vimentin - human 
[Homo sapiens] 



>gi_37850_emb_CAA39600_ (X56134) vimentin 



289323 

284762_1.R1011 

wen700333707.hl 

BLASTX 

g4506701 

725 

6.0e-77 

143 

98 

ribosomal protein S23 >gi_730647_sp_P39028__RS23_HUMAN 40S 

RIBOSOMAL PROTEIN S23 >gi_54344 9_pir S41955 ribosomal 

protein S23 - rat >gi_631360_pir S42105 ribosomal protein 

S23, cytosolic - human >gi_414349_dbj_BAA03400_ (D14530) 
ribosomal protein [Homo sapiens] >gi_453281_emb__CAA54584_ 
(X77398) ribosomal protein S23 [Rattus norvegicus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



289324 

285001__1.R1011 

zuv700354640.hl 

BLASTX 

g2340104 

167 

7.0e-12 

38 

79 

(AC002476 
HS-CUL-4B 



Very similar and perhaps identical to 
80-100% similarity to partial sequence U58091 



(PID:gl381150) . [Homo sapiens] 
289325 

285051_1.R1011 
yyf 700347590. hi 

289326 

285205__1,R1011 
xyt700342555.hl 
BLASTX 
g4504345 



40247 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



727 

3.0e-77 

142 

99 

hemoglobin, alpha 1 >gi_4504347_ref_NP_00054 9. l_pHBA2__ 
hemoglobin, alpha 2 >gi_122412_sp_P01922__HBA_HUMAN 

HEMOGLOBIN ALPHA CHAIN >gi_2134629_pir 158217 heraoglobin 

alpha 1 chain - chimpanzee >gi_2134 630_pir 178575 

hemoglobin alpha 2 chain - chimpanzee 

>gi_3891440_pdb_lBZl_A Chain A, Hemoglobin (Alpha + Met) 
Mutant >gi_3891442_pdb_lBZl__C Chain C, Hemoglobin (Alpha + 
Met) Mutant >gi_28547_emb_CAA23748_ (V00488) alpha globin 
[Homo sapiens] >gi_28558__emb_CAA23752__ (V00493) reading 
frame alpha-globin [Homo sapiens] >gi_38223_emb_CAA25044_ 
(X00226) alphal-globin [Pan troglodytes] 
>gi_38225__emb_CAA25045_ (X00227) alpha2-globin [Pan 
troglodytes] >gi_386764 (J00153) hba2 alpha globin [Homo 
sapiens] >gi_386765 (J00153) hbal alpha globin [Homo 
sapiens] >gi__1817577__emb_CAB06554_ (Z84721) alpha-globin 1 
[Homo sapiens] >gi_1817578_emb_CAB06555_ {Z84721) 
alpha-globin 2 [Homo sapiens] >gi_3859550 {AF097635) 
alpha-2 globin [Homo sapiens] >gi_4038450 {AF105974) alpha 
one globin [Homo sapiens] 



Seq* No. 
Contig ID 
5 '-most EST 



289327 

285262_1.R1011 
wen700334620,hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289328 

285408_1.R1011 

wen700334950.hl 

BLASTX 

gl076715 

297 

3.0e-27 

67 
78 

abscisic acid-induced protein HVA22 
(L19119) A22 [Hordeum vulgare] 



- barley >gi_40458 9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289329 

285459_1.R1011 

wen700335053.hl 

BLASTX 

g3080740 

205 

7.0e-19 

83 

61 

(U77366) pasticcino 1-D [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



289330 

285467_1.R1011 

wen700335072.hl 

BLASTX 

g4008577 

220 



40248 



E value 
Match length 
% identity 
NCBI Description 



7.0e-18 

130 

38 

(AL034491) conserved hypothetical protein 
[Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289331 

285557_1.R1011 

nwy700446696.hl 

BLASTX 

gl32848 

255 

7.0e-27 

65 

93 

60S RIBOSOMAL PROTEIN L23A >gi_27 9654_pir R3RT3A ribosomal 

protein L23a - rat >gi_57690_emb_CAA4 6336_ {X65228) 
ribosomal protein L23a [Rattus rattus] >gi_1399Q86 (U43701) 
ribosomal protein L23a [Homo sapiens] >gi_2739452 
(AF001689) ribosomal protein L23A [Homo sapiens] 



Seq. No. 
Contig ID 
5 '-most EST 



289332 

285645__1.R1011 
wen700335416.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289333 

285679_1.R1011 
nbm700469008.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



289334 

285691_1.R1011 

nbm700475108.hl 

BLASTX 

g3142303 

323 

4.0e-30 

94 

63 

(AC002411) Strong similarity to MRP-like ABC transporter 
gb_U9265G from A, thaliana and canalicular multi-drug 
resistance protein gb_L4937 9 from Rattus norvegicus . 
[Arabidopsis thaliana] 

289335 

285731_1.R1011 
xdb700338906.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289336 

285755_1.R1011 

xdb700338672.hl 

BLASTX 

g2213632 

178 

3.0e-13 

77 

49 

(AC000103) F21J9.24 



[Arabidopsis thaliana] 



40249 



Seq. No, 
Contig ID 
5 '-most EST 



289337 

285758__1.R1011 
wen700335628.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289338 

285774_1.R1011 

ceu700429323.hl 

BLASTX 

g507273 

194 

9.0e-15 

91 

46 

(L27052) probably expressed; ORFA; putative [Leishmania 
infantum] 



Seq. No. 
Contig ID 
5 '-most EST 



289339 

285783_1.R1011 
wen700335673.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289340 

285795_1.R1011 
xdb700337056.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289341 

285809_1.R1011 
xdb700338778.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



289342 

285814_1.R1011 

wen700335726.hl 

BLASTN 

g609289 

118 

5.0e-60 

154 

95 

Z.mays cultivar (LGll) ROA mRNA for replication origin 
activator protein 



289343 

285880_1.R1011 

wen700335866.hl 

BLASTN 

g466266 

59 

l.Oe-24 

224 

93 

Mus musculus c57bl6 
complete cds 



metallothionein IV (MTIV) gene. 



289344 

285897_1.R1011 

yyf700351111.hl 

BLASTX 



40250 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



i 

g2829612 
175 

7.0e-13 

90 

42 

HYPOTHETICAL 30.8 KD PROTEIN SLL0818 

>gi_1653197_dbj_BAA18113_ {D90911) hypothetical protein 
[Synechocystis sp.] 



Seq. No. 

Contig ID 
5 '-most EST 



289345 

285929_1.R1011 
wen700335979.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289346 

285990_1.R1011 
wen700336136.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289347 

286025_1.R1G11 

xtj700377708.hl 

BLASTX 

g4506593 

378 

l.Oe-36 

95 

78 

ribosomal protein LIO >gi_4506603_ref_NP_002 939 . l_pRPL15_ 
ribosomal protein L15 >gi_414587 (L25899) ribosomal protein 
LIO [Homo sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289348 

286164_1.R1011 

gwl700615724.hl 

BLASTX 

gll4773 

561 

l.Oe-57 

119 

88 

BETA-2-MICROGLOBULIN PRECURSOR >gi_7p065_pir ^MGHUB2 

beta-2-microglobulin precursor - human 

>gi_2118697_pir 136963 beta-2-microglobulin - chimpanzee 

>gi_2118698_pir 137063 beta-2-microglobulin - gorilla 

>gi_176827 {M30683) beta-2-microglobulin [Pan troglodytes] 
>gi_177065 (M30684) beta-2~microglobulin [Gorilla gorilla] 
>gi_4038733_dbj_BAA35182_ (AB021288) beta 2-microglobulin 
[Homo sapiens] 



Seq. No. 
Contig ID 
5 '-most EST 



289349 

286165_1.R1011 
wen700336474.hl 



Seq. No. 

Contig ID 
5 '-most EST 



289350 

286335_1.R1011 
wen700336753.hl 



Seq. No. 



289351 



40251 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



286390_1.R1011 

wen700336839.hl 

BLASTN 

g4519628 

138 

5.0e-72 

178 

94 

Homo sapiens mRNA for oxidative-stress responsive 1, 
complete cds 

289352 

286405__1.R1011 
wen700336863.hl 



Seq, No, 

Contig ID 
5 '-most EST 



289353 

286415_1.R1011 
wen700336877.hl 



Seq. No, 
Contig ID 
5 '-most EST 



289354 

286430_1.R1011 
wen700336905.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289355 

286506_1.R1011 

fdz701158442.hl 

BLASTX 

g4432840 

147 

2.0e-09 

66 

45 

(AC006283) unknown protein [Arabidopsis thaliana] 
289356 

286563_1.R1011 

rvt700553453.hl 

BLASTX 

g2194121 

175 

7.0e-20 

107 

53 

(AC002062) 
(gb_ATCDl 



Strong similarity to Arabidopsis cyclin delta-1 
EST gb_ATTS4338 comes from this gene. 



[Arabidopsis thaliana] 
289357 

286592_1.R1011 

pwr700449160.hl 

BLASTX 

gl706958 

550 

9.0e-57 

105 

92 

{U58284) cellulose synthase [Gossypium hirsutum] 



40252 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289358 

286680_1.R1011 
pwr700451529.hl 

289359 

286729_1.R1011 

ceu700429683.hl 

BLASTX 

gl703127 

785 

6,0e-84 

154 

98 

ACT IN, CYTOPLASMIC TYPE 8 
[Xenopus laevis] 



>gi_537597 (M24770) actin 



289360 

286773_1,R1011 

rvl700456801.hl 

BLASTX 

gl33978 

547 

2.0e-56 

107 

98 

40S RIBOSOMAL PROTEIN S6 ( PHOSPHOPROTEIN NP33) 

>gi_70932_pir R3RTS6 ribosomal protein S6 - rat 

>gi_70933_pir R3MS6 ribosomal protein 36 - mouse 

>gi_319910_pir R3HU6 ribosomal protein S6 - human 

>gi__36148_emb_CAA47719_ (X67309) ribosomal protein 36 [Homo 
sapiens] >gi_54010_emb_CAA68430_ (Y00348) ribosomal protein 
36 [Mus musculus] >gi_206747 {M29358) ribosomal protein S6 
[Rattus norvegicus] >gi_307393 (M77232) ribosomal protein 
36 [Homo sapiens] >gi_117754 9_emb_CAA90936_ (Z54209) rp36 
[Mus musculus] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



289361 

286780_1.R1011 
xtj700377828.hl 

289362 

286834_1.R1011 

yyf700348834.hl 

BLASTX 

g3928096 

259 

l.Oe-22 

79 

66 

(AC005770) hypothetical protein [Arabidopsis thaliana] 
289363 

286883_1.R1011 
zvd700460678.hl 



Seq. No. 



289364 



40253 



Contig ID 
5 '-most EST 



286897_1.R1011 
hbs701180756.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 
Contig ID 
5 '-most EST 



289365 

286907_1.R1011 

jfc700968602.hl 

BLASTX 

g3687225 

303 

l.Oe-27 

131 

51 

(AC005169) hypothetical protein [Arabidopsis thaliana] 
289366 

286914_1,R1011 
nbm700465503.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289367 

287024_1.R1011 
uwn700281618.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289368 

287078_1.R1011 
uwn700281718.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289369 

287096_1.R1011 

xdb700342124.hl 

BLASTX 

g4415925 

319 

2.0e-29 

163 

43 

(AC006282) putaj^ive glucosyl transferase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



289370 

287142_1.R1011 
yne700378404.hl 

289371 

287150_1.R1011 
2uv700357434.hl 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



289372 

287213_1,R1011 
gct701174201.hl 

289373 

287244__1.R1011 

rvl700458514.hl 

BLASTX 

g2529685 

245 

8.0e-21 



40254 





128 




4ft 


NCBI Description 


(AC002535) putative dimethyladenosine 




[Arabidopsis thaliana] 






Contig ID 


287286 l.RlOll 


5 '-most EST 


xdb700337260,hl 


oecj • iNo . 
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BLASTX 


NCBI GI 


g4432846 


BLAST score 
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OXltiO i. V* 


NCBI GI 


g22371 


BLAST score 


219 


Hj VclXllc 


1 Oo— 1 90 

X • xz u 




979 


% identity 


96 


NCBI Description 


Maize Mu4 transposable element DNA 




9ft Q'^7ft 


Contig ID 


287321 l.RlOll 


5 '-most EST 


fdz701160506.hl 




9ft Q'^7Q 


Contig ID 


287357 l.RlOll 


5 '-most EST 


xdb700337383.hl 
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Method. 




NCBI GI 


a2 8 2 98 8 7 


BLAST score 


188 


E value 


2.0e-14 


Match length 


56 


% identity 


59 


NCBI Description 


(AC002396) Hypothetical protein [Arab 



40255 



Seq, No. 
Contig ID 
5 '-most EST 



289382 

287492_1.R1011 
xdb700337608.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most ^ST 



289383 

287531_1.R1011 

gct701178605.hl 

BLASTX 

g4138131 

165 

2.0e-ll 

82 
46 

(AJ011828) NDXl homeobox protein [Lotus japonicus] 
289384 

287563^1. RlOll 
xdb700341991.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289385 

287565_1.R1011 
rvt700552679.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289386 

287613_1.R1011 
xdb700342157.hl 



Seq. No. 

Contig ID 
5 '-most EST 



289387 

287613_2.R1011 
xdb700342133.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289388 

287649_1.R1011 
xdb700337856.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289389 

287686__1.R1011 

nbm700465642.hl 

BLASTX 

g3046711 

215 

2.0e-17 

48 
85 

(AJ005334) replication factor C/activator 1 subunit [Cicer 
arietinum] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



289390 

287711_1.R1011 
gct701168863.hl 

289391 

287730_1.R1011 
fdz701158967.h2 



Seq. No. 



289392 



40256 



Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 



287762_1.R1011 
yne700378524.hl 

289393 

287780_1.R1011 
xdb700338078.hl 



Seq. No, 

Contig ID 
5 '-most EST 



289394 

287785_1.R1011 
xdb700338087.hl 



Seq. No. 

Contig ID 
5 '-most EST 



289395 

287842_1.R1011 
xdb700338294.hl 



Seq. No. 

Contig ID 
5 '-most EST 



289396 

287876_1.R1011 
xdb700338354.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289397 

287925_1.R1011 
rvt700552804.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289398 

288179_1.R1011 
xdb700339004.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289399 

288185_1,R1011 
xdb700341149.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289400 

288270_1.R1011 
xdb700339145.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



289401 

288395_1.R1011 

xdb700339366.hl 

BLASTX 

g3377810 

387 

9.0e-38 

94 

76 

(AF076275) contains similarity to glutaredoxins 
[Arabidopsis thaliana] 

289402 

288703_1.R1011 
xdb700339925.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289403 

288775_1.R1011 
tfd700574637.hl 



Seq. No. 
Contig ID 



289404 

288845 l.RlOll 



40257 



5 '-most EST 



xdb700340195.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289405 

288847_1.R1011 
xdb700340201.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289406 

288895_1.R1011 
nbm700477939.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289407 

288916_1.R1011 
fdz701165312.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



289408 

288973___1.R1011 

ceu700434284.hl 

BLASTX 

g4432822 

158 

l.Oe-10 

66 

52 

{AC006593) hypothetical protein [Arabidopsis thaliana] 
289409 

289016_1.R1011 
xdb700342002.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289410 

289023_1.R1011 
xdb700340620.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289411 

289027_1.R1011 
xdb700340627.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289412 

289028_1.R1011 
xdb700342029.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289413 

289032_1.R1011 
nbm700466001.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289414 

289046_1.R1011 
xdb700342062.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289415 

289051_1.R1011 
xdb700342069.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289416 

289056_1.R1011 
xdb700340679.hl 



40258 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



289417 

289063_1,R1011 

pwr700451195.hl 

BLASTX 

g4468310 

303 

l.Oe-34 

90 

90 

{AL031432) dJ4 65N24.1 (PUTATIVE novel protein similar to 
predicted yeast and worm proteins) [Homo sapiens] 

289418 

289096_1.R1011 

xdb700340752.hl 

BLASTX 

g4506145 

644 

l,0e-124 

236 

93 

protease, serine, 1 (trypsin 1) 
>gi_136408_sp_P07477_TRYl_HUMAN TRYPSINOGEN I 

>gi_88941_pir ^A25852 trypsin (EC 3.4.21.4) I 

human >gi_521216 (M22612) trypsinogen [Homo sapiens] 
>gi_1552515 {U66061) trypsinogen A [Homo sapiens] 
>gi__224981_prf 1205235A trypsinogen I [Homo sapiens] 

289419 

289195_1.R1011 
ceu700427840.hl 



PRECURSOR 
precursor 



Seq. No. 
Contig ID 
5 '-most EST 



289420 

289201_1.R1011 
xdb700340936,hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



289421 

289396^1. RlOll 

xdb700341251,hl 

BLASTN 

g433039 

67 

2.0e-29 

83 

95 

Zea mays W-22 clone PREM-1 retroelement PREM-1, partial 
sequence 

289422 

289493_1.R1G11 

xdb700341401.hl 

BLASTX 

gll69199 

326 

l.Oe-30 

71 

83 



40259 



NCBI Description 



DNA-DAMAGE-REPAIR/TOLERATION PROTEIN DRT102 

>gi_479739_pir S35271 hypothetical protein - Arabidopsis 

thaliana >gi_166928 (L11368) [Arabidopsis thaliana 
unidentified mRNA sequence, complete cds . ] , gene product 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



289423 

289501_1.R1011 
gwl700615079.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289424 

289851_1.R1011 
xdb700342019.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289425 

289944_1.R1011 
xdb700342168.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289426 

289971_1.R1011 
yne700378411.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289427 

289989__1.R1011 
uer700578179.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289428 

290080_1.R1011 
gct701175995.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289429 

290111__2.R1011 
rvt700550912.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289430 

290186_1.R1011 
yne700378779.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289431 

290268_1.R1011 
yne700378946.hl 



Seq, No. 
Contig ID 
5 '-most EST 



289432 

290439_1.R1011 
gct701172762.h2 



Seq. No. 
Contig ID 
5 '-most EST 



289433 

290445_1.R1011 
yne700379377.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289434 

290449_1.R1011 
yne700379383.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289435 

290517_1.R1011 
xyt700342469.hl 



40260 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 




BLASTX 

g3927836 

546 

8,0e-56 

142 

73 

{AC005727) unknown protein 
289436 

290572_1.R1011 
vvh700281857.h2 

289437 

290613_1.R1011 
nbm700475830.hl 

289438 

290655_1.R1011 
vvh700281978.h2 

289439 

290692_1.R1011 
xyt700343431.hl 

289440 

290718_1.R1011 
xyt700342271.hl 

289441 

290810^1. RlOll 

xyt700342403.hl 

BLASTX 

g4314391 

181 

l.Oe-13 

90 

51 

{AC006232) unknown protein 
289442 

290891_1,R1011 
xyt700342515.hl 

289443 

290935_1,R1011 
yyf 700347522. hi 

289444 

291042';_1.R1011 
xyt700342717.hl 

289445 

291145_1.R1011 
hvj700622783.hl 

289446 

291171^1, RlOll 

40261 




[Arabidopsis thaliana] 



[Arabidopsis thaliana] 



5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



# • 

zla700380593.hl 

BLASTX 

gl27243 

519 

8.0e-53 

172 

63 

AUTONOMOUS TRANSPOSABLE ELEMENT EN-1 MOSAIC PROTEIN 
(SUPPRESSOR-MUTATOR SYSTEM PROTEIN) (SPM) 

>gi_320621_pir S28365 gene 1 protein - maize transposon 

En-1 >gi_168640 {M25427) mosaic protein [Zea mays] 
>gi_225007_prf 1206239C gene 1 [Zea mays] 



289447 

291186_1.R1011 

xyt700342938.hl 

BLASTX 

g4097950 

349 

4,0e-33 

121 

58 

(U72393) plant IF-like protein 



[Arabidopsis thaliana] 



289448 

291202_1,R1011 

pwr700448593.hl 

BLASTX 

gl352363 

869 

7.0e-95 

182 
93 

ELASTASE IIIA PRECURSOR (PROTEASE E) 

>gi_220014_dbj_BAA00212_ (D00306) pancreatic protease E 

precursor [Homo sapiens] >gi_361780_prf 1410241A 

pancreatic protease E isozyme [Homo sapiens] 

289449 

291216_1.R1011 
xyt700342982.hl 

289450 

291231_1.R1011 
yyf700349664.hl 

289451 

291371_1.R1011 
xyt700347214.hl 

289452 

291457_1.R1011 

xyt700343296.hl 

BLASTX 

g3935147 

291 

2.0e-26 

40262 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 
61 

(AC005106) T25N20,11 [Arabidopsis thaliana] 
289453 

291561_1.R1011 

xyt700343440,hl 

BLASTX 

g4587512 

324 

2.0e-30 

88 

70 

{AC007060) Strong similarity to gi__2245113 
glycerol-3-phosphate permease homolog from Arabidopsis 
thaliana BAC gb__Z97343 and a member of the PF_00083 Sugar 
transporter family 

289454 

291597_1.R1011 

xyt700343508.hl 

BLASTX 

g2245096 

217 

8.0e-18 

64 

67 

(Z97343) inositol 2-dehydrogenase homolog [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



289455 

291599_1.R1011 
zla700379975.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



289456 

291612_1.R1011 

xyt700343524.hl 

BLASTX 

g746500 

174 

2.0e-12 

92 
38 

{U23515) weak similarity to lupus LA proteins 
[Caenorhabditis elegans] 

289457 

291626_1.R1011 
xyt700343540.hl 

289458 

291650_1.R1011 
xyt700343572.hl 

289459 

291736_2,R1011 
yyf700348496,hl 



40263 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



lcl_prt_seq No definition line found 



BLASTX 
g4204310 
179 

2.0e-13 

38 
82 

{AC003027) 

[Arabidopsis thaliana] 
289460 

291772_1,R1011 
gct701179034.hl 

289461 

291779_1.R1011 
xyt700345430.hl 



Seq. No. 
Contig ID 
5'-most EST 



289462 

291802__1.R1011 
hbs701185920.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
identity 



289463 

291850_1.R1011 

xyt700343856.hl 

BLASTN 

g2655115 

85 

4.0e-40 

85 

100 



NCBI Description Zea mays Ca-5 mRNA, 3'UTR 



Seq, No, 
Contig ID 
5 '-most EST 



289464 

291856_1.R1011 
uer700580239.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



289465 

291931_1.R1011 
xyt700343965.hl 

289466 

292057_1.R1011 
nbm70047Q064.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289467 

292079_1.R1011 
yyf 700352241. hi 



Seq. No. 
Contig ID 
5 '-most EST 



289468 

292083_1.R1011 
xyt700344168.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289469 

292096_1.R1011 
xyt700344186.hl 



Seq. No. 



289470 



40264 



Contig ID 


292176 l.RlOll 


5 '-most EST 


zuv700354993.hl 


O C « U • 


O -? rl f A. 


Contig ID 


292208 l.RlOll 


5 '-most EST 


xyt700344364.hl 


OctJ . INU • 


^0 f ^ 


Ponl" in JD 


Z? S ^ X* C\ X VJ J. X 


D XUUb L HiO 1 




O C L£ • LN vj • 


O -? ri / J 


Pont" i rr TTl 


X • r\.x u X X 


5 ' -most EST 


xyt700344512 .hi 




DXtriO X /\ 


NCBI GI 


a2262177 


BLAST score 


226 


E value 


5.0e-20 








o o 


LNOJjX JJcSCJ- ipt lull 






Lrix ciiJJ.\J.UpiDXo uila.xXd.Ila. J 


OeCJ. INO. 




P/-\-n-l-T r>r Tn 

uontiy ±u 


909*^04 1 Pi ni 1 




711^7-700^^47^4 hi 

£j\J.V / \J U ^ *J rt /vJ*± .liX 










BLAST score 


311 


E value 


7.0e-29 


Match length. 




•6 luenLiuy 


Ql 

J?X 


NCBI Description 


(AL035656) splicing fad 




thaliana] 


o c • IN u • 


9ftQ47'S 


Contig ID 


292371 l.RlOll 


5 '-most EST 


zuv700356633.hl 




9fiQ47*^ 


^uni-iy ±u 


9Q9499 1 Rl ni 1 
ZyZ'aZZ x.I\XUXX 


^ ' — Tn/-\C!+' TCT 

o mosT, iLoi 


xyn / uuofifi / / z.nx 


oeg, NO. 






9 Q9 R97 1 Rl ni 1 
z^zoz/ x.rxxuxx 


^ lllUO L> J_jO J. 


nwr7nn4"4 Q74 7 h9 


Mpt hoci 


BLASTX 


NCBI GI 


g4506605 


BLAST score 


553 


E value 


6.0e-57 


Match length 


129 


% identity 


87 



NCBI Description 



ribosomal protein L23 >gi_266927_sp_P23131_RL23_HUMAN 60S 

RIBOSOMAL PROTEIN L23 {L17) >gi_71229_pir R5RT23 ribosomal 

protein L23 - rat >gi_34194_emb_CAA39417_ (X55954) HL23 
ribosomal protein [Homo sapiens] >gi_3612 6_emb_CAA37023_ 
(X52839) ribosomal protein L17 [Homo sapiens] 



40265 



'Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



>gi_57688_emb_CAA41177_ (X58200) ribosomal protein L23 
[Rattus rattus] 

289478 

292556^1. RlOll 
xyt700344954.hl 

289479 

292570_1,R1011 
xyt700344975.hl 

289480 

292655_1.R1011 
xyt700345512.hl 

289481 

292693_1.R1011 
2uv700353941.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289482 

292741_1.R1011 
mwy700442060.hl 

289483 

292802_1.R1011 
xyt700345363.hl 

289484 

292829_1.R1011 
xyt700345412.hl 

289485 

292866__1.R1011 

yyf 700349868. hi 

BLASTX 

g2865623 

191 

l.Oe-14 

92 

49 

{AF045286) 

GDP-4-k:eto-6-deoxy-D-mannose-3, 5-epimerase-4 -reductase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289486 

292872_1.R1011 

fdz701164790.hl 

BLASTX 

gl709971 

365 

9.0e-43 

92 

100 

60S RIBOSOMAL PROTEIN 
Csa-19 [Homo sapiens] 



LlOA {CSA-19) >gi_531171 (U12404) 



Seq. No. 



289487 



40266 



UOriT-Xy ±U 


9 Q9Q1 ft 1 R1 01 1 




vvf7nni^4ft9Sfi hi 




BLASTX 




y •'i o o / u u u 


BLAST score 


197 


E value 


l.Oe-15 




72 




O 0 








a T^f" nal ^Zi"K'aV^^^^ ^Tr\ one "Hl^^lisnsl 
^di. U-LdX [rll. diJ-LU.O^oXo UXIdXXdlldJ 


oecj. iNo . 


Op QAQQ 

z 0 y ft 0 O 




9 Q9 Q*^! 1 R1 ni 1 




v\;'i-7nn^4 "^iSlI hi 




BI.ASTX 


NCBI GI 


g3859568 


BLAST score 


301 


Hi V Cl-L U." 


1 . Oe-27 


Lid L. ^11 xciiy L.ii 




% identity 


83 


NCBI Description 


{AF098752) unknown [Oryza sativa] 


o e q • In o . 


op p Q 


Contig ID 


292963 l.RlOll 


5 '-most EST 


xyt700345615.hl 


oeq. NO. 


9 P Q/! QH 


Contig ID 


292982 l.RlOll 


5 '-most EST 


yyf700348043,hl 


Q a rr Urs 
oeq. iMvJ . 


op Q4 q-| 
zo y X 


Contig ID 


293070 l.RlOll 


5 '-most EST 


xyt700345762.hl 


oeq . iNO . 


op q/ Qo 

z O i?f± i7Z 


Contig ID 


293160 l.RlOll 


5 '-most EST 


xyt700345895.hl 


oeq . iNU . 


op q/ Q-3 


Contig ID 


293243 l.RlOll 


5 '-most EST 


xyt700346014.hl 


Oeq • vio • 


op q/ Qyl 
z o I? f± y ^ 


Contig ID 


293290 l.RlOll 


5 '-most EST 


yyf 700351022. hi 


oeq* iNo . 


op q/ Qc; 

ZO j7r± jD 


oonuiy ±u 


9Q'^'^9 Q 1 "Rl ni 1 


o — mosc iLoi 


xy L /uuo4oij4 . m 


oeq. NO. 


0 Q Q j1 Q 

zo y4 y D 


uoncig iiJ 


zyoooo l.KlUll 


5 '-most EST 


yyf 700348408. hi 


Method 


BLASTX 


NCBI GI 


g4455231 


BLAST score 


338 


E value 


5,0e-32 



40267 








% identity 


67 


NCBI Description 


(AL035523) putative protein [Arabidopsis thaliana] 








293364 1 RlOll 




xvt7003^46204 hi 


O ^ • w • 


289498 




293370 1 RlOll 


K 1 -rnnst RST 


xvt700l4 6212 hi 


Mptbfifi 


BLASTX 


NCBI GI 


g2290770 


BLAST score 


153 


JCj vox u.t? 


3 . Oe-10 




89 


% identity 


33 


NCBI Description 


(AF002163) delta-adaptin [Homo sapiens] 




9ft QQ 


Contia ID 


293373 1. RlOll 


5 '-most EST 


xyt700346217.hl 


Seq, No. 


289500 


Contig ID 


293409 1, RlOll 


5 '-most EST 


hvj700620330.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



289501 

293446_1. RlOll 
yyf700352316.hl 

289502 

293448_1. RlOll 
yyf700351980.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289503 

293463_1. RlOll 
yyf700351135.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



289504 

293499_1. RlOll 
xyt700346385.hl 

289505 

293559_1. RlOll 
xyt700346476.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289506 

293597_1. RlOll 

xyt700347332.hl 

BLASTN 

gl263159 

34 

8. Oe-10 

66 

88 

O.sativa DNA for LRK2 gene 



40268 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289507 

293635_1.R1011 

xyt700346587.hl 

BLASTX 

gl617270 

319 

4.0e-30 

73 
84 

(X94624) acyl-CoA synthetase [Brassica napus] 



Seq. No. 
Contig ID 
5 '-most EST 



289508 

293651_1.R1011 
xyt700346612.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289509 

293662_1.R1011 
yyf 700348472. hi 



Seq. No. 
Contig ID 
5 '-most EST 



289510 

293686_1.R1011 
yyf700348438.hl 



Seq, No. 

Contig ID ^ 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289511 

293704_1,R1011 

xyt700346683.hl 

BLASTX 

g3702631 

265 

2.0e-23 

75 

65 

(AL031824) protein transport protein sec23 homolog 
[Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5 '-most EST 



289512 

293758_1,R1011 
yyf700350773.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289513 

293771_1,R1011 

xyt700346802.hl 

BLASTN 

g4558372 

34 

9.0e-10 

46 
93 

Mus musculus MRVIl protein 



(Mrvil) mRNA, complete cds 



Seq. No. 

Contig ID 
5 '-most EST 



289514 

293820__1.R1011 
yyf700348362.hl 



Seq. No. 
Contig ID 



289515 

294110 l.RlOll 



40269 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 




uer700580176.hl 

BLASTX 

g4490738 

286 

l.Oe-25 

107 
52 

{AL035708) putative protein 
289516 

294205_1.R1011 
zla700379618.hl 

289517 

294249^1. RlOll 
zla700379674,hl 

289518 

294253_1.R1011 

zla700379685.hl 

BLASTX 

g2829918 

247 

6.0e-21 

88 

59 

(AC002291) similar to "tub" 
[Arabidopsis thaliana] 

289519 

294266_1.R1011 
zla700379709.hl 

289520 

294298^1. RICH 
zla700379759.hl 

289521 

294339_1.R1011 
zla700379843.hl 

289522 

294369_1.R1011 
gwl700614788.hl 

289523 

294474_1.R1011 

uer700577517.hl 

BLASTX 

g3386621 

302 

l.Oe-27 

71 

82 

(AC004665) unknown protein 
289524 




[Arabidopsis thaliana] 



protein gp_U82468_2072162 



[Arabidopsis thaliana] 



40270 




Contig ID 


294603 l.RlOll 


5 '-most EST 


uer700582341.hl 


Seq. No. 


289525 


Pont*! a TD 


294644 1 RlOll 


5 ' -most EST 


zla700380682 hi 


Sea No 


289526 


Contig ID 


294737 1 RlOll 


5 '-most EST 


afb700381680.hl 


Method 


BLASTX 


NCBI GI 


a2500107 


BLAST score 


289 


E value 


4.0e-26 


Match length 


68 


% identity 


85 


NCBI Description 


DNA REPAIR PROTEIN RAD51 HOMOLOG >gi_1143810 {U22441 




LeRAD51 [Solanum lycopersicum] 


Seg. No. 


289527 


Contig ID 


294743 1. RlOll 


5 '-most EST 


kem700610719.hl 


Seq. No. 


289528 


Contig ID 


294754 1. RlOll 


5 '-most EST 


rvt700551766.hl 


C • ^ • 


^ O Zi -J 


Contig ID 


294784 1. RlOll 


5 '-most EST 


kem700610808.hl 


Sea- No. 


289530 


Contig ID 


294926 1. RlOll 


5 '-most EST 


fdz701163268.hl 


Spa No 


^ U ^ J ^ J. 


Contig ID 


294955 1. RlOll 


5 '-most EST 


kem700611125.hl 


Seq. No. 


289532 


Contig ID 


294967 1. RlOll 


5 '-most EST 


kem700611149.hl 


Seq. No. 


289533 


Pontia ID 


294969 1 R1 01 1 




lrPTn7nnfi^1 1 1 hi 


o c; • IN . 




Pnnt" "i rr TH 

WWliL.X(^ J. t> 


9^AQfi9 1 R1 01 1 


5 ' -most EST 


kem7006^11178 hi 


Method 


BLASTX 


NCBI GI 


g4587678 


BLAST score 


171 


E value 


2.0e-12 


Match length 


86 


% identity 


11 



NCBI Description (AC007197) putative disease resistance gene, 5' partial 



40271 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
289535 

295046_1.R1011 
gwl700616385.hl 

289536 

295054_1.R1011 

rvt700553407,hl 

BLASTN 

g516551 

249 

l.Oe-138 

284 

98 

Zea mays B73 cyclin IbZm mRNA, complete cds 



289537 

295121_1.R1011 

fd2701164125.hl 

BLASTX 

g3875345 

192 

l.Oe-14 

86 

48 

(Z99771) cDNA EST EMBL:D334 
EST EMBL:D27028 comes from 
comes from this gene; cDNA 
gene; cDNA EST EMBL:D27025 
>gi_3877518_emfo_CAA91339_ ( 
comes from this gene; cDNA 
gene; cDNA EST EMBL:D27027 
EMBL:D27026 comes from this 
comes from this gene; cDN 



04 comes from this gene; cDNA 
this gene; cDNA EST EMBL:D27027 
EST EMBL:D27026 comes from this 
comes from this gene; cDN... 
Z66513) CDNA EST EMBL:D33404 
EST EMBL:D27028 comes from this 
comes from this gene; cDNA EST 
gene; cDNA EST EMBL:D27025 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



289538 

295134_1.R1011 

ypc700801603.hl 

BLASTX 

g507273 

158 

7.0e-ll 

87 

38 

(L27052) probably expressed; ORFA; putative [Leishmania 
infantiom] 

289539 

295138_1.R1011 
rvt700552212.hl 



Seq. No. 

Contig ID 
5 '-most EST 



289540 

295189^1. RlOll 
kem700611549.hl 



Seq. No. 



289541 



40272 





? QS1 Q1 1 R1 01 1 




V(=>m7nn^1 1 SR? hi 










O ILL W O l_J O X 


kem700611553 hi 




BLASTX 


NCBI GI 


g3228517 


BLAST score 


317' 


T** TTa 1 no 
£j V d. J- Lie 


2 . Oe-29 


Lid 1,^11 JLdi*|J C-li 


97 


•3 iu.eriuiL.y 










^ O 3' J *± J 


L'Ontly J.JJ 


^y^j^Hu x.rs-xuxx 




kpTn70n'611744 hi 


Moi* ViriH 

L L. ilw^ 


BLASTX 


Ln O X yJX 




BLAST score 


230 


E value 


4.0e-20 




R7 


•6 iaenr.xr.y 


ou 


NCBI Description 


RNA helicase HEL117 - 




[Rattus norvegicus] 


OeCj. INO . 




L-Ontzig xu 


Zi70Z4D l.KXUXX 


D -lUOSu iljoi 


VQTn'7nn"^i 1 ^;/Q "hi 
Kem. / uuDixo^o •nx 


oeq. WO. 




r^r\-r\'i-n TVS 

v^OuuXg lU 


9Q^9fl7 1 R1 ni 1 
Zi7ozo/ x.r\xuxx 




IffiiTn 7 n n^l 1741 hi 

J^t::7iLL f \J\J \j J. J. > *± J. * lid. 




BLASTX 


NCBI GI 


g4007758 


BLAST score 


321 


E value 


2, Oe-29 


Match length 


134 


% identity 


49 



rat >gi_897915 (U25746) RNA helicase 



NCBI Description 



Seq, No, 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AL034433) conserved hypothetical protein 
[Schizosaccharomyces pombe] 

289546 

295290_1,R1011 
gct701179084,hl 

289547 

295294_1.R1011 

nbm700471518.hl 

BLASTX 

g2980767 

158 

l,0e-10 

89 

36 

(AL022198) putative protein [Arabidopsis thaliana] 



40273 



Seq. No, 
Contig ID 
5 '-most EST 



289548 

295345_1.R1011 
kein700611881.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



289549 

295443_1.R1011 

kem700612123.hl 

BLASTX 

g4510377 

193 

5.0e-15 

87 

43 

(AC007017) putative RNA helicase A [Arabidopsis thaliana] 
289550 

295469_1.R1011 
kem700612216.hl 



Seq. No. 

Contig ID 
5 '-most EST 



289551 

295478_1.R1011 
uer700582473.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



289552 

295481_1.R1011 

kem700612078.hl 

BLASTX 

g4415912 

296 

4.0e-27 

80 

69 

(AC006282) putative protease [Arabidopsis thaliana] 
289553 

295518_1-R1011 
kem700612229.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289554 

295537_1.R1011 
uer700582554.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289555 

295599_1.R1011 
uer700579038.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289556 

295624_1.R1011 
kem700612271.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289557 

295739_1.R1011 
rvt700548517.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289558 

295741_1.R1011 
rvt700548523.hl 



40274 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



289559 

295819_1.R1011 

rvt700548672.hl 

BLASTX 

g2143481 

198 

2.0e-29 

130 

56 

homeotic gene regulator - mouse (fragment) 

>gi_545018_bbs_142383 {S68108) homeotic gene regulator=brgl 
[mice, embryo, erythroleukemia cell line CB7, Peptide 
Partial, 1022 aa] [Mus sp.] 

289560 

295859_1.R1011 
rvt700548736.hl 



Seq. No. 

Contig ID 
5 '-most EST 



289561 

295919^1. RICH 
rvt700548925.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



289562 

295948_1.R1011 

gct701175127.hl 

BLASTX 

g40069G9 

330 

l.Oe-30 

107 

63 

(Z99708) putative protein [Arabidopsis thaliana] 
289563 

295988_1,R1011 

nbm700466067.hl 

BLASTX 

g4503453 

214 

2.0e-17 

42 

100 

endothelial differentiation-related factor 1 
>gi_3043445_emb_CAA06446_ (AJ005259) homologous to Bombyx 
mori multiprotein bridging factor (EMBL: AB001078) [Homo 
sapiens] 

289564 

296002_1.R1011 
gct701176156.hl 

289565 

296010_1.R1011 
rvt700550338,hl 



Seq, No. 



289566 



40275 



Contig ID 
5 '-most EST 



296073_1.R1011 
nbm700474339.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 



289567 

296147_1.R1011 

rvt700550732.hl 

BLASTN 

g2832242 

227 

l.Oe-125 

307 

93 

Zea mays 22-kDa 
289568 

296151_1.R1011 
rvt700549309.hl 



alpha zein gene cluster, complete sequence 



Seq. No. 
Contig ID 
5 '-most EST 



289569 

296199_1.R1011 
rvt700549365.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289570 

296272_1.R1011 
rvt700551295.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



289571 

296304_1.R1011 

rvt700549525.hl 

BLASTX 

g68406 

215 

l.Oe-29 

75 
77 

peptidylprolyl isomerase 
289572 

296417_1.R1G11 
ceu700434043.hl 



(EC 5.2.1.8) - tomato 



Seq. No, 
Contig ID 
5 '-most EST 



289573 

296426__1.R1011 
rvt700549711.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289574 

296446_1,R1011 
rvt700549752.hl 



Seq. No* 

Contig ID 
5 '-most EST 



289575 

296462_1.R1011 
rvt700549793.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289576 

296464_1.R1011 
rvt700550921.hl 



40276 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



289577 

296533_1.R1011 

rvt700549887.hl 

BLASTX 

g4455359 

693 

3.0e-73 

151 

91 

{AL035524) putative protein [Arabidopsis thaliana] 
289578 

296542_1.R1011 
hvj700619606.hl 

289579 

296546_1.R1011 
pwr700453414.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289580 

296568__1.R1011 
nbm700468169.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



complete sequence 



289581 

296584_1.R1011 
nbm700465540.hl 
BLASTN 
g4206305 
132 

4.0e-68 
232 
89 

Zea mays retrotransposon Cinful-1, 
289582 

296809_1.R1011 

rvt700550309.hl 

BLASTX 

g3875246 

308 

2.0e-28 

87 

64 

{Z81490) similar to WD domain, G-beta repeats (2 domains); 
cDNA EST EMBL:T00482 comes from this gene; cDNA EST 
EMBL:T00923 comes from this gene; cDNA EST yk44 9d4.3 comes 
from this gene; cDNA EST yk449d4.5 comes from this gene; 

289583 

296823_1.R1011 
rvt700550707.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289584 

296840_1.R1011 
ceu700422461.hl 



Seq. No. 



289585 



40277 



Contig ID 
5 '-most EST 



296877_1,R1011 
nbm700464894.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 
5 '-most EST 



289586 

296928_1.R1011 

rvt700550475.hl 

BLASTX 

gl350944 

162 

2.0e-ll 

40 
82 

40S RIBOSOMAL PROTEIN S17 
289587 

296932_1.R1011 

rvt700550479.hl 

BLASTX 

g2257568 

200 

2.0e-15 

68 

51 

{AB004539) basic transcription factor 2.35KD subunit 
[Schizosaccharomyces pombe] 

289588 

297127_1.R1011 

rvt700550765.hl 

BLASTN 

g5091496 

41 

7.0e-14 

77 
37 

Oryza sativa genomic DNA, chromosome 6, clone P0680A03, 
complete sequence 

289589 

297168^1, RlOll 
rvt700550830,hl 

289590 

297181_1.R1011 
fdz701159644,hl 

289591 

297227_1.R1011 
rvt700550928.hl 

289592 

297241_1.R1011 
nbm700465291.hl 

289593 

297255_1.R1011 
rvt700550972.hl 



40278 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g2323410 

201 

6.0e-16 

84 

48 

(AF015913) 



SkblHs [Homo sapiens] 



289594 

297341_1.R1011 
gct701176051.hl 

289595 

297401^1. RlOll 
nbm700464596.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289596 

297403__1.R1011 
nbm700464883.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289597 

297411_1.R1011 

rvt700551232.hl 

BLASTX 

g4580395 

147 

l.Oe-09 

64 

52 

{AC007171) putative kinesin-related protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



289598 

297421_1.R1011 
rvt700551233.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289599 

297504__1.R1011 
rvt700551371.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



289600 

297642_1.R1011 

rvt700551582.hl 

BLASTX 

g3367592 

369 

l.Oe-35 

89 

74 

{AL031135) putative protein [Arabidopsis thaliana] 
289601 

297659_1.R1011 
rvt700551614.hl 



Seq. No. 
Contig ID 



289602 

297685 l.RlOll 



40279 



5 '-most EST 



rvt700551654.hl 



Seq* No. 
Contig ID 
5 '-most EST 



289603 

297722__1.R1011 
fdz701163159.hl 



Seq* No. 
Contig ID 
5 '-most EST 



289604 

297784_1.R1011 
rvt700551818.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



289605 

297798_1.R1011 

rvt700551836.hl 

BLASTX 

g3241943 

197 

2.0e-15 

81 

49 

{AC004625) hypothetical protein [Arabidopsis thaliana] 
289606 

297861_1.R1011 
uer700582338.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289607 

297892_1.R1011 
rvt700552678.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289608 

297907_1.R1011 
rvt700552011.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289609 

297913_1.R1011 
tfd700572276.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289610 

297945_1.R1011 
rvt700552075.hl 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289611 

298106_1.R1011 
ymy700282421.h2 

289612 

298107_1.R1011 

hbs701182602.hl 

BLASTX 

g2245119 

291 

3.0e-26 

92 

61 

(Z97343) unnamed protein product [Arabidopsis thaliana] 



Seq, No. 



289613 



40280 



Contig ID 
5* -most EST 



298124_1.R1011 
rvt700552535.hl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289614 

298125_1.R1011 

nbm700477822,hl 

BLASTX 

gl491931 

452 

2.0e-45 

100 

80 

(U52078) kinesin-like protein 



[Nicotiana tabacum] 



289615 

298324_1.R1011 

rvt700552641.hl 

BLASTX 

g4567283 

384 

2.0e-37 

95 

69 

(AC006841) unknown protein [Arabidopsis thaliana] 
289616 

298352_1,R1011 

nbm700466568.hl 

BLASTX 

gll70619 

392 

4,0e-38 

123 

63 

KINESIN-LIKE PROTEIN A >gi_479594_pir S34830 

kinesin-related protein katA - Arabidopsis thaliana 
>gi_303502__dbj_BAA01972_ (D11371) kinesin-like motor 
protein heavy chain [Arabidopsis thaliana] 
>gi_2911084_emb_CAA17546.1_ (AL021960) kinesin-related 
protein katA [Arabidopsis thaliana] 

289617 

298408_1.R1011 
rvt700552762.hl 

289618 

298419_1.R1011 

rvt700552777.hl 

BLASTX 

gl076832 

308 

2.0e-28 

87 

66 

DEAD box protein - slime mold (Dictyostelium discoideum) 
(fragment) >gi_550329_emb_CAA57417_ (X81823) putative RNA 
helicase [Dictyostelium discoideum] 



40281 






Ott^-^ » iMvJ • 


^ o y \j X y 




Coni'ia ID 


298428 1 RlOll 




5 '-most EST 


rvt700552791.hl 




Method 


BLASTX 




NCBI GI 


gl091678 






331 




Hi VctXLi^ 


O . U<S J J. 




Match length 


89 




% identity 


67 
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Seq. No. 


289620 




Contig ID 


298488 1. RlOll 










Seq. No. 


289621 




Contig ID 


298497 1. RlOll 










Seq. No. 


289622 


fn 


Contig ID 


298571 1. RlOll 


ty 








Seq. No. 


289623 


U 


Contig ID 


298607 1. RlOll 
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D lUOoT, HiO i 


■FH^ini If^'^RfiD hi 


y ^ 


oeq • wo . 






uonTiig ijj 


^^ooZU l.KlUxl 


n 


O lUOS L. JliO i 


nn^R'^A9 Q h1 

x vl / uuoooft^Lj.nx 


TT 
l! 


beq. NO. 


OQ Q^;OR 






9 QR fi^fl 1 R1 m 1 

Zi^Ov^O X*I\XkJXX 


CJ 


sJ ill W O I. Hi O J. 


Tvt 7nns^^si 97 hi 






iDXirlO J. LN 


D 


NCBI GI 


gl917018 




BLAST score 


49 






9 Ofi-I ft 
^ . Uti xo 






1 Q9 




% identity 


83 




NCBI Description 


Zea mays ribosomal protein S6 RPS6-1 (rps6-l) mRNA, 










Seq. No. 


289626 




Contig ID 


298670_1. RlOll 




D lUOSU HjDi 


nDin. / uu^oyDU-? .nx 




Seq. No. 


289627 




Contig ID 


298743 1. RlOll 






-rv-}-7nnRR^9^^Q hi 

XV L- / Uv^>JJ^U^.ilX 




Seq. No. 


289628 




Contig ID 


298818 1. RlOll 




5 '-most EST 


nbm700476961.hl 




Seq. No, 


289629 



40282 



Contig ID 
5 '-most EST 



298832_1.R1011 
rvt700553409.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



289630 

298854_1.R1011 

rvt700553445.hl 

BLASTX 

g3121829 

140 

9.0e-09 

62 

42 

CHROMATIN ASSEMBLY FACTOR I P60 SUBUNIT (CAF-I 60 KD 

SUBUNIT) >gi_2134915_pir B56731 chromatin assembly factor 

I p60 chain - human >gi_882260 (U20980) chromatin assembly 
factor-I p60 subunit [Homo sapiens] 

289631 

298921_1.R1011 

hvj700619502.hl 

BLASTX 

gl906830 

410 

3.0e-40 

119 

74 

(Y11829) heat shock protein 



289632 

299026_1.R1011 

ceu700427123.hl 

BLASTX 

gl36580 

231 

3.0e-19 

46 

100 

THYMOSIN BETA-4 
mouse >gi_54794_ 



[Arabidopsis thaliana] 



1-50) [Mus musculus] 
289633 

299075_1.R1011 
afb700380871.hl 



>gi_111143_pir A31211 thymosin beta-4 - 

_emb_CAA34187_ (X16053) thymosin beta-4a (AA 



Seq. No. 
Contig ID 
5 '-most EST 



289634 

299104_1.R1011 
afb700380927.hl 



Seq. No. 

Contig ID 
5 '-most EST 



289635 

299151_1.R1011 
afb700380995.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289636 

299446_1.R1011 
afb700381463.hl 



40283 



Corf 


O _? U J / 




1 R1 01 1 

ii_7-?'i/D X* r\x U ± X 


5 ' -most^ EST 


afb700T81520 hi 




RT.A^TX 


NCBI GI 


g4558592 


BLAST score 


158 


X-J V O. -1. U.O 


8 Op-11 

O • U C XX 




82 






^T^' "w 1 It ^ c ^ "v* *t 4* T 

inv^jdj. uescj. ipi-ion 


^iiuuuDOOoj nypounetxcax procem 


Q o M/^ 






^yyDyy ±«r\XuXX 


IIIV./ il3 ill O J. 


^fhlCi(V^^^ M9 hi 

CLXU / VJVJ<-?OX\J^^ ■ ilX 


Method. 


BLASTN 


NCBI GI 


g4454687 


BLAST score 


292 




X , U C X O J 




•J X ^ 


% identity 


99 


NCBI Description 


Homo sapiens FtsH homo log mRNA, 




Z O DO ^ 


Contig ID 


299626 l.RlOll 


5 '-most EST 


gct701172720.h2 


Oorr Mo 


i. o -? u *± u 




9QQf^AQ 1 PI ni 1 
^yyv^O l*i\.J.Ull 


D lUOSU IIjOJ. 


rvx /uu^ooooo .nx 


oec[» wo* 




v^onuig lu 


OQQ^;c;'7 1 151 ni i 
zyyoo/ i*KxUxi 




dXIJ / UUOOX / OO .XIX 






NCBI GI 


a4505357 


BLAST score 


193 


E value 


l.Oe-16 


Match length 


75 


% identity 


61 


NCBI Description 


NADH dehydrogenase (ubiquinone) 



1 alpha subcomplex/ 4 (9kD, 
MLRQ) >gi__24 99333_sp_O00483_NUML_HUMAN NADH- UBIQUINONE 
OXIDOREDUCTASE MLRQ SUBUNIT (COMPLEX I-MLRQ) (CI-MLRQ) 
>gi_1946692 (U94586) NADH: ubiquinone oxidoreductase MLRQ 
subunit [Homo sapiens] 



Seq. No. 
Contig ID 
5 '-most EST 



289642 

299665_1.R1011 
afb700381795.hl 



Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



289643 

299823_1.R1011 

nwy700448379.hl 

BLASTX 

g3335336 

303 

l.Oe-27 

86 



40284 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



# 

60 

(AC004512) Contains similarity to DnaJ gene YM8520.10 

gb_825566 from from,S. cerevisiae cosmid gb_Z49705. ESTs 

gb_Z47720 and gb_Z29879 come from this gene. [Arabidopsis 
thaliana] 

289644 

299833_1.R1011 
yyf700348607.hl 



289645 

299888_1.R1011 

xtd700282312.h2 

BLASTX 

g3377813 

178 

4.0e-13 

57 

53 

(AF076275) No definition line 



found [Arabidopsis thaliana] 



289646 

300045_1.R1011 
gwl700615770.hl 

289647 

300050_1.R1011 
nbm700471471.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



289648 

300324_1.R1011 
ypc700806870,hl 

289649 

300406^1. RlOll 
nbm700466250.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289650 

300473_1.R1011 
yyf700348326.hl 

289651 

300669_1.R1011 
yyf 700348584. hi 

289652 

300746_1.R1011 

yyf700348719.hl 

BLASTX 

g3451069 

514 

3.0e-52 

130 
72 

{ALG31326) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



289653 



40285 



Contig ID 
5 '-most EST 



301072_1.R1011 
yyf700349220.hl 



Seq. No. 


289654 


Contig ID 


301130 l.RlOll 


5 '-most EST 


yyf700349329.hl 


Seq. No. 


289655 


Contig ID 


301181 l.RlOll 


5* -most EST 


yyf700349401.hl 


Method 


BLASTX 


NCBI GI 


g4490706 


BLAST score 


398 


E value 


8.0e-39 


Match length 


86 


% identity 


83 


NCBI Description 


(AL035680) putative prot 


Seq. No. 


289656 


Contig ID 


301237 l.RlOll 


5 '-most EST 


yyf700350005.hl 


Method 


BLASTX 


NCBI GI 


g2407790 


BLAST score 


273 


E value 


2,0e-24 


Match length 


92 


% identity 


54 


NCBI Description 


(AF019910) grrl [Glycine 


Seq. No. 


289657 


Contig ID 


301264 l.RlOll 


5 '-most EST 


yyf 700349532. hi 


Seq. No. 


289658 


Contig ID 


301428 l.RlOll 


5 '-most EST 


yyf 700349764. hi 


Method 


BLASTX 


NCBI GI 


g4455221 


BLAST score 


289 


E value 


5.0e-26 


Match length 


109 


% identity 


57 


NCBI Description 


(AL035440) putative prot 


Seq. No. 


289659 


Contig ID 


301521 l.RlOll 


5 '-most EST 


yyf700349935.hl 


Method 


BLASTX 


NCBI GI 


g3687230 


BLAST score 


497 


E value 


l.Oe-50 


Match length 


98 


% identity 


90 


NCBI Description 


{AC005169) hypothetical 


Seq. No. 


289660 


Contig ID 


301536_1,R1011 



40286 



5 '-most EST 



hbs701181025.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289661 

301693_1.R1011 

ydl700405481.hl 

BLASTX 

g2708744 

366 

4.0e-35 

121 

60 

(AC003952) putative Bop-like zinc finger protein 
[Arabidopsis thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 



289662 

301815_1.R1011 
yyf700350369.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289663 

301964_1.R1011 
gwl700613954.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289664 

302046_1.R1011 
yyf700350691.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289665 

302137^1. RlOll 

ceu700426365.hl 

BLASTX 

g2462911 

521 

3.0e-53 

135 

67 

(Z83832) UDP-glucose: sterol glucosyltransf erase [Avena 
sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289666 

302271_1.R1011 

yyf700351036.hl 

BLASTX 

g3914163 

399 

3.0e-39 

86 

84 

NITRILASE 4 >gi_ 



1171482_dbj BAA09645_ {D63331) nitrilase 



[Nicotiana tabacum] 



Seq. No, 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



289667 

302333_1.R1011 

yyf700351131.hl 

BLASTX 

g2565010 

267 

3.0e-23 



40287 



Match length 

% identity 

NCBI Description 



97 
55 

(AC002983) putative microf ibril-associated protein 
[Arabidopsis thaliana] >gi_3377811 (AF07 6275) contains 
similarity to ATP synthase B/B' (Pfam: ATP-synt_B ,hinm, 
score: 11,71) [Arabidopsis thaliana] 



Seq. No. 


DO O /" /" O 

zo yooo 


Contig ID 


oU^o4J l.RlUll 


5 '-most EST 


yyf 700351142. hi 


Seq. No. 


289669 


Contig ID 


302596 l.RlOll 


5 '-most EST 


yyf700351515.hl 


Seq. No. 


r\ r\ r\ f~ '~i r\ 

289670 


Contig ID 


JOz /2o 1 . RlUll 


5 '-most EST 


yyf700351703.hl 


Seq. No. 


289671 


Contig ID 


302735_1.R1011 


5 '-most EST 


yyf700351713.hl 


Seq. No. 


289672 


Contig ID 


302863 l.RlOll 


5 '-most EST 


gct701169286.hl 


Seq. No. 


289673 


Contig ID 


302925 l.RlOll 


5 '-most EST 


gwl700618234.hl 


Seq. No. 


289674 


Contig ID 


302936 l.RlOll 


5 '-most EST 


nbm700464738.hl 


Method 


BLASTX 


NCBI GI 


g4249412 


BLAST score 


316 


E value 


3. Oe-29 


Match length 


70 


% identity 


80 


NCBI Description 


(AC006072) hypothet 


Seq. No. 


289675 


Contig ID 


303070 l.RlOll 


5 '-most EST 


yyf 700352208, hi 


Method 


BLASTX 


NCBI GI 


g3881810 


BLAST score 


147 


E value 


l.Oe-09 


Match length 


63 


% identity 


48 


NCBI Description 


{Z70783) similar to 



cDNA 



Seq. No. 
Contig ID 



EST EMBL:C08700 comes from this gene 
elegans] 

289676 

303151 l.RlOll 



[Caenorhabditis 



40288 



5 '-most EST 



2uv700356167.hl 



Seq, No. 
Contig ID 
5 '-most EST 



289677 

303165_1.R1011 
ceu700433571.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289678 

303175_1.R1011 
hbs701181962,hl 



Seq. No, 
Contig ID 
5 '-most EST 



289679 

303442_1.R1011 
bdu700382365.hl 



Seq. No. 

Contig ID 
5 '-most EST 



289680 

303450^1. RlOll 
bdu700382268.hl 



Seq. No- 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



289681 

303462_1.R1011 
ypc700805333.hl 

289682 

303471__1.R1011 

bdu700382252.hl 

BLASTX 

gl946361 

164 

l.Oe-11 

83 

40 

(U93215) C3HC4 zinc finger protein isolog [Arabidopsis 
thaliana] 

289683 

303706__1.R1011 
gct701178045.hl 

289684 

303744_1.R1011 

bdu700382758.hl 

BLASTX 

gl70764Q 

509 

7.0e-52 

123 
82 

{X98355) transcription factor GAMyb [Oryza sativa] 
289685 

303760_1.R1011 
bdu700382781.hl 



Seq. No. 

Contig ID 
5 '-most EST 



289686 

303892_1.R1011 
zuv700352935.hl 



40289 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289687 

303944_1.R1011 

bdu700383072.hl 

BLASTX 

g2245032 

227 

6.0e-19 

85 
49 

(Z97342) gibberellin oxidase homolog [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289688 

304128_1.R1011 

ymy700282553.h2 

BLASTX 

g2342494 

142 

6.0e-12 

80 
47 

(D14058) bromelain [Ananas comosus] 

>gi_2463582_dbj_BAA22543_ (D38531) FB31 precursor (FB13 
precursor) [Ananas comosus] 



Seq. No. 
Contig ID 
5 '-most EST 



289689 

304266_1.R1011 
2uv700356015.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289690 

304399_1.R1011 

mwy700441403.hl 

BLASTX 

g3874761 

266 

l.Oe-23 

89 

54 

(Z71185) Similarity to yeast hypothetical protein Swiss 
Prot accession number P28606. [Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289691 

304402_1.R1011 

ceu700424651.hl 

BLASTX 

gll70383 

371 

6.0e-36 

75 

99 

HEAT SHOCK PROTEIN HSP 90-ALPHA 
(L33676) heat shock protein 90A 



(HSP 86) >gi_495759 
[Cricetulus griseus] 



Seq. No. 

Contig ID 
5 '-most EST 



289692 

304422_1.R1011 
zuv700353018.hl 



Seq. No. 



289693 



40290 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



304521_1.R1011 

zuv700353165.hl 

BLASTX 

g4582787 

600 

2 .06-62 

122 

92 

( A JO 12 2 8 1 ) adenosine 
289694 

304538_1.R1011 
zuv700356014.hl 



kinase [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



289695 

3Q4840_1-R1011 

zuv700355434.hl 

BLASTN 

g3646129 

258 

l.Oe-143 

294 

97 

Homo sapiens mRNA for putative ATP (GTP) -binding protein, 
partial 

289696 

304883_1.R1011 
zuv700354326.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289697 

304937_1.R1011 

zuv700354416.hl 

BLASTX 

g4587550 

169 

4.0e-12 

53 

66 

(AC006577) EST gb_R64848 comes from this gene. [Arabidopsis 
thaliana] 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289698 

304978_1,R1011 

zuv700354493.hl 

BLASTX 

g4538906 

200 

l.Oe-25 

91 

61 

(AL049482) choline kinase GmCK2p-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



289699 

304988_1.R1011 
zuv700354513.hl 



40291 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g4581207 

233 

5.0e-20 

57 

77 

(Y17914) 



cyclic nucleotide and calmodulin-regulated ion 



channel [Arabidopsis thaliana] 
289700 

305012_1.R1011 
zuv700355758.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



289701 

305071_1.R1011 

zuv700354663.hl 

BLASTX 

gl362162 

201 

6.0e-16 

57 

67 

beta-glucosidase 



BGQ60 precursor - barley >gi_804656 



(L41869) beta-glucosidase [Hordeum vulgare] 
289702 

305221_1.R1011 
zuv700354914,hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289703 

305257_1.R1011 

zuv700354973.hl 

BLASTX 

g3452263 

488 

9.0e-52 

122 

83 

(AF035936) phosphatidylinositol 4-kinase; PI4K [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



289704 

305344_1.R1011 
hbs701181504.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289705 

305506_1.R1011 
2uv700355539.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



289706 

305547_1.R1011 

zuv700355625,hl 

BLASTX 

g4115377 

262 

4.0e-42 
129 



40292 



% identity 


/ u 


NCBX uescriprion 


vAUUUDyD/j unKnown proTiein Li\raDiQopsis 


becj. NO. 


zo y / u / 


Contig lu 


ouooy^ i.Kiuii 




npr7nnS^7Qfi?? hi 


ixie Liiuu. 




NCBI GI 


g3738297 


BLAST score 


14 6 ' " 


E value 


z • ue u y 


lyiarcn j_engi:n 




^ Identity 




NCBI Description 


tAv^uuoouyj unKnown prorem L-^raDiaopsis 


beq. NO. 


z 0 y / Uo 


Contig ID 


oUODOZ I.KIUII 


O — lUOST- HiOi 


■^mrTflfl^^ ^Pl 4 hi 

z u V / uuoooo±ft .nx 


Me unoQ 




NCBI GI 


gl304599 


BLAST score 


169 


E value 


/ . ue iz 


Match length 


/ D 


% Identity 


A T 

4 1 


NCBI Description 


(U4ioioj ZiNriz/— Ap [nomo sapiensj 


Seq. No. 


Zo y / uy 


Contig ID 


ouoyoi I.KIUII 




zuv /UU00D04Z .ni 


Method. 




NCBI GI 


g3297810 


BLAST score 


314 


E value 


o . ue-zy 


MaLcn lengtn 


1 1 o 
IIZ 


% identity 




NCBI Description 


{ALUjIuoz) putative protein [AraDiaopsi 


beq. NO. 


O Q 1 A 

Zo y / lu 


conrig lu 


OUoI/O I.KIUII 


0 IuOSl. HjOI 


z u V /uujo / xyo.ni 




DJUriO i A 


NCBI GI 


gl946329 


BLAST score 


333 


E value 


3 . ue- Ji 


Match length 


1 A >1 
IU41 


% identity 


62 


NCBI Description 


(U69154) prohibitin [Nicotiana tabacum] 


beq. wo. 


Z O y / II 


Contig ID 


306211 l.RlOll 


5 '-most EST 


2uv700357456.hl 


C * L>l ^ . 


289712 


Contig ID 


306214 l.RlOll 


5 '-most EST 


nbm700466229.hl 


Seq. No. 


289713 


Contig ID 


306230_1.R1011 



40293 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



nbm700464507.hl 

BLASTX 

g4586105 

228 

6.0e-19 

120 

36 

{AL049638) putative protein [Arabidopsis thaliana] 
289714 

306278_1.R1011 

nbm700471141.hl 

BLASTN 

gl68649 

64 

l.Oe-27 

136 

87 

Zea mays transposon MuDR mudrA and mudrB genes, complete 
cds 



Seq. No. 
Contig ID 
5 '-most EST 



289715 

306282_1.R1011 
nbm700464753.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



289716 

306285__1.R1011 

nbm700464790.hl 

BLASTX 

g4510403 

167 

3.0e-12 

66 

55 

(AC006587) putative DNA repair protein [Arabidopsis 
thaliana] 

289717 

306315_1.R1011 
hbs701182212.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 



289718 

306331_1.R1011 

uer700584114.hl 

BLASTX 

gl706910 

415 

5.0e-41 

101 

80 

FERRITIN LIGHT CHAIN 2 (FERRITIN SUBUNIT LG) >gi_193275 
(M73706) ferritin light chain [Mus musculus] 

289719 

306338_1.R1011 
fdz701163192.hl 



40294 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289720 

306348_1.R1011 

nbm700468567,hl 

BLASTX 

g2129803 

177 

2.0e-13 

35 
94 

probable serine/threonine-specif ic protein kinase (EC 
2.7.1.-) BSK2 - rape >gi_289374 (L12394) serine/threonine 

protein kinase [Brassica napus] >gi_1097354_prf 2113401B 

protein kinase [Brassica napus] 



beq. No. 


zo y /Zl 


Contig ID 


306405 l.RlOll 


5 '-most EST 


nbm700464850 .hi 


beq. NO. 


zo y / ZZ 


Contig ID 


30o4z4 l.RlOll 


5 '-most EST 


nbm700470404.hl 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


239 


E value 


9.0e-33 


Match length 


78 


% identity 


9 


NCBI Description 


( X98 0 63 ) polyubiquit 


Seq. No, 


289723 


Contig ID 


306428_1 . RlOll 


5 '-most EST 


nbm7004 64895 -hi 


Method 


BLASTX 


NCBI GI 


glll625 


BLAST score 


286 


E value 


8 . Oe-26 


Match length 


59 


% identity 


o b 


NCBI Description 


ferritin heavy chain 




ferritin heavy chain 


Seq. No. 


289724 


Contig ID 


306449 1, RlOll 


5 '-most EST 


nbm700464933.hl 


Seq. No. 


289725 


Contig ID 


306451 1. RlOll 


5 '-most EST 


nbm700477538.hl 


Seq. No. 


289726 


Contig ID 


306569 1. RlOll 


5 '-most EST 


nbm700465120.hl 


Method 


BLASTX 


NCBI GI 


g4335735 


BLAST score 


240 


E value 


2.0e-20 


Match length 


101 



rat (fragment) >gi_204128 (M18053) 



40295 



% identity 

NCBI Description 

Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47 

(AC006248) hypothetical protein [Arabidopsis thaliana] 
289727 

306572__1.R1011 

nbni700465131.hl 

BLASTX 

gll84075 

206 

2.0e-16 

101 

3 

(U42444) Cf-2.1 [Lycopersicon pimpinelli folium] 
>gi 1587673 prf 22Q7203A Cf-2 gene [Lycopersicon 
esculentum] 



Seq. No. 
Contig ID 
5 '-most EST 



289728 

306669_1.R1011 
nbm700465270.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289729 

306703_1.R1011 
nbm700465752.hl 



Seq. No. 

Contig ID 
5 '-most EST 



289730 

306728_1.R1011 
nbm700465811.hl 



Seq. No. 

Contig ID 
5 '-most EST 



289731 

306746_1.R1011 
nbm700465862.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289732 

306826^1, RICH 
nbm700465703.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289733 

306923_1.R1011 
nbm700466005.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 



289734 

306990^1. RlOll 

nbm700466137.hl 

BLASTX 

g2191184 

179 

2.0e-13 

53 

60 

(AF007271) Similar to sodium/hydrogen exchanger; coded for 
by A, thaliana cDNA T758 60 [Arabidopsis thaliana] 

289735 

307018_1.R1011 
nbm700467782,hl 



Seq. No. 



289736 



40296 



Contig ID 


307021 l.RlOll 


5 '-most EST 


nbm700466287.hl 


Seq. No. 


zoy /O / 


Contig ID 


307049 l.RlOll 


5 '-most EST 


nbm700467848.hl 


beq. No, 




Contig ID 


JU /UoD 1 . RlUll 


5 ' -most EST 


tf 07005731 39 . hi 


Seq. No. 


28 9739 


Contig ID 


307188 l.RlOll 


D -most EST 


nDm700457204 .hi 


Metnoa 


oLAb IN 


NLbl bl 


gzzz4o 


BIiAST score 


215 


E value 


l.Oe-117 


Matcn length 




-6 Identity 


90 


NCBI Description 


Zea mays DNA for 




transcriptase) 


Seq. No. 


Zo9 /4U 


Contig ID 


307317 l.RlOll 


5 '-most EST 


nbm700473725.hl 


Seq. No. 


289741 


Contig ID 


307342 l.RlOll 


5 '-most EST 


nbm700472404.hl 


Seq. No. 


289742 


Contig ID 


307408 l.RlOll 


5 '-most EST 


nbm700475705.hl 


Seq. No. 


289743 


Contig ID 


307558 l.RlOll 


5 '-most EST 


nbm700478016Vhl 


beq. No. 




Contig ID 


307621 l.RlOll 


5 '-most EST 


nbm700467376.hl 


Seq. No. 


289745 


Contig ID 


307639 l.RlOll 


5 '-most EST 


nbm700467446.hl 



(showing homology to reverse 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289746 

307691__1.R1011 

nbm700468428.hl 

BLASTX 

g4584356 

303 

6.0e-28 

96 
56 

(AC006420) putative replication protein A [Arabidopsis 



40297 



thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289747 

307747_1.R1011 

nbm700467776.hl 

BLASTX 

g2924777 

345 

8,0e-33 

87 

74 

(AC002334) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



289748 

307809_1.R1011 
nbm700468778.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289749 

307841_1.R1011 
nbm700467940.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289750 

307989_1.R1011 
nbm700468210.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289751 

308025_1.R1011 
nwy700445059.hl 



Seq. No. 

Contig ID 
5 '-most EST 



289752 

308098__1.R1011 
fdz701164651.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289753 

308151_1.R1011 
nbm700469271.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289754 

308301_1.R1011 
nbm700469048.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289755 

308318_1.R1011 
fdz701158933.h2 



Seq. No. 
Contig ID 
5 '-most EST 



289756 

308367_1.R1011 
nbm700468845.hl 



Seq. No. 

Contig ID 
5 '-most EST 



289757 

308397_1.R1011 
nbm700468906.hl 



Seq. No. 

Contig ID 
5 '-most EST 



289758 

308405_1.R1011 
nbm700469005.hl 



40298 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 




289759 

308600_1.R1011 
nbm700469263.hl 

289760 

308644_1.R1011 
nbm700469354.hl 

289761 

308660^1. RlOll 

nbm700469393.hl 

BLASTX 

gl346158 

286 

2.0e-25 

120 

48 

ANTIGEN GOR >gi_218 572_dbj 
troglodytes] 

289762 

308707_1.R1011 
nbm700469519.hl 

289763 

308753_1.R1011 
nbm700469620.hl 

289764 

308808__1.R1011 

nbm700469751.hl 

BLASTX 

g2652938 

585 

l.Oe-60 

162 

74 

(Z47554) orf [Zea mays] 
289765 

308833_1.R1011 
uer700581989,hl 

289766 

308838_1.R1011 
uer700581995.hl 

289767 

308903__1.R1011 
nbm700469968,hl 

289768 

308992_1.R1011 
ceu700428954.hl 

289769 




906_ (D10017) prot GOR [Pan 



40299 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308996_1.R1011 

nbm700470475.hl 

BLASTX 

g2827699 

181 

l.Oe-13 

77 

49 

{AL021684) predicted protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



289770 

309042_1.R1011 
nbm700470494.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289771 

309045_1.R1011 
tfd700569208.h2 



Seq. No. 
Contig ID 
5 '-most EST 



289772 

309070_1.R1011 
uer700578740.hl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289773 

309086__1.R1011 

gct701180437,hl 

BLASTX 

g3046711 

312 

8.0e-50 

113 

88 

(AJ005334) replication factor C/activator 1 subunit [Cicer 
arietinum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289774 

309088_1.R1011 

uer700582990.hl 

BLASTN 

g4039154 

77 

2.0e-35 

161 

87 

Festuca rubra putative copper-inducible 35.6 kDa protein 
(Pmc733) mRNA, complete cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289775 

309111_1.R1011 

nbm700470934.hl 

BLASTN 

g22245 

95 

4.0e-46 

185 

92 

Zea mays DNA for cin4 element (showing homology to reverse 
transcriptase ) 



40300 



Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289776 

309123_1.R1011 

uer700578848.hl 

BLASTN 

g3893859 

263 

l.Oe-146 

274 

99 

Zea mays RNA polymerase sigma factor 1 (sigl) mRNA, nuclear 
mRNA encoding chloroplast protein, partial cds 



Seq, No. 
Contig ID 
5 '-most EST 



289777 

309145__1.R1011 
nbm700470482.hl 



Seq- No. 
Contig ID 
5 '-most EST 



289778 

309173_1.R1011 
uer700583558.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289779 

309198__1.R1011 
nbm700470562.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289780 

309359__1.R1011 

nbm700470902.hl 

BLASTX 

g2065531 

218 

4.0e-37 

144 

62 

(U78526) endo-1, 4-beta-glucanase [Lycopersicon esculentum] 



Seq. No. 
Contig JD 
5 '-most EST 



289781 

309385_1.R1011 
nbm700470942.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289782 

309389_1.R1011 

nbm700470948.hl 

BLASTX 

g4585988 

299 

2.0e-27 

97 

57 

(AC005287) Similar to phosphoprotein phosphatase 2A 
regulatory subunit [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



289783 

309489_1.R1011 
nbm700471135.hl 



Seq. No. 



289784 



40301 



Contig ID 


309560 l.RlOll 


5 '-most EST 


nbm700471304.hl 


Seq, No. 


289785 


Contig ID 


309565 l.RlOll 


5 '-most EST 


nbm700471420.hl 


Seq. No. 


/"s "-i /~ 

289786 


Contig ID 


309576 l.RlOll 


5 '-most EST 


nvj 70uoz3D41.nl 


Method 


BLASTX 


NCBI GI 


g4325342 


BLAST score 


468 


E value 


6. Oe-47 


Match length 


140 


% identity 


64 


NCBI Description 


(AF128393) No definition line found [Arabidopsis thai 


Seq. No. 


289787 


Contig ID 


309580 l.RlOll 


5 '-most EST 


nbm700475627.hl 


Seq. No. 


289788 


Contig ID 


309595_1.R1011 


5 '-most EST 


nbm700471366.hl 


Seq. No. 


289789 


Contig ID 


309631_1.R1011 


5 * -most EST 


tfd700576288 .hi 


Method 


BLASTN 


NCBI GI 


g3483681 


BLAST score 


171 


E value 


1 . Oe-91 


Match length 


187 


% identity 


98 


NCBI Description 


Homo sapiens full length insert cDNA clone ZD55G12 


Seq. No. 


289790 


Contig ID 


309655_1 .RlOll 


5 ' -most EST 


nbm700471442 .hi 


Method 


TiT TV m \^ 

BLASTX 


NCBI GI 


g2828293 


BLAST score 


429 


E value 


2 . Oe-42 


Match length 


116 


% identity 


67 


NCBI Description 


{AL021687) putative protein [Arabidopsis thaliana] 


Seq. No. 


289791 


Contig ID 


309662 l.RlOll 


5 '-most EST 


nbm700471450.hl 


Seq. No. 


289792 


Contig ID 


309678 l.RlOll 


5 '-most EST 


nbm700471536.hl 


Seq- No. 


289793 



40302 



Contig ID 
5 '-most EST 



309690_1.R1011 
nbm700471488.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289794 

309777_1,R1011 

nbm700476026.hl 

BLASTX 

g3876960 

216 

2.0e-17 

131 

36 

{Z70753) similar to glycosyl hydrolase; cDNA EST 
EMBL:D34682 comes from this gene; cDNA EST EMBL:T00845 
comes from this gene; cDNA EST CEESP30F comes from this 
gene; cDNA EST EMBL:D32882 comes from this gene; cDNA EST 
EMBL:D332 



Seq. No. 
Contig ID 
5 '-most EST 



289795 

309821_1.R1011 
nbm700471724.hl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



289796 

309857_1.R1011 

nbm700473295.hl 

BLASTX 

g4204695 

212 

9.0e-22 

73 

70 

(AF117062) putative inositol polyphosphate 5-phosphatase 
AtSPl [Arabidopsis thaliana] 

289797 

309866_1.R1011 
nbm700471917.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289798 

309884_1.R1011 
nbm700473242.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



289799 

309964_1.R1011 

fdz701160703.hl 

BLASTX 

g3250695 

189 

4.0e-14 

70 
51 

(AL024486) putative protein [Arabidopsis thaliana] 
289800 

309964_2,R1011 
hbs701185620.hl 



40303 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289801 

310031_1.R1011 

nbm700472149.hl 

BLASTN 

g4140643 

146 

2.0e-76 

404 
97 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 



Seq. No. 
Contig ID 
5 '-most EST 



289802 

310075_1.R1011 
nbm700472239.hl 



Seq. No. 

Contig ID 
5 '-most EST 



289803 

310100_1.R1011 
nbm700472288.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289804 

310194_1.R1011 

nbm700472502.hl 

BLASTX 

g2257524 

172 

2.0e-12 

81 

48 

(AB004537) HYPOTHETICAL 47.4KD PROTEIN IN SHP1-SEC17 
INTERGENIC REGION [Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289805 

310284__1.R1011 

nbm700472649.hl 

BLASTX 

g4220511 

245 

4.0e-27 

142 

48 

{AL035356) DNA polymerase III like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289806 

310328_1.R1011 

nbm700472724.hl 

BLASTN 

g507770 

45 

3.0e-16 

202 
86 

Zea mays D3L H {+) -transporting ATPase 
cds 



(Mhal) gene, complete 



Seq. No. 



289807 



40304 



Contig ID 
5 '-most EST 



310361_1.R1011 
fdz701161180.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289808 

310524_1.R1011 
nbm700473131.hl 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



289809 

310641_1.R1011 

nbm700473333.hl 

BLASTN 

g4416300 

140 

9.0e-73 

413 

84 

Zea mays chromosome 4 22 kDa 
region, complete sequence 

289810 

310667_1.R1011 
nbm700473394.hl 



zein-associated intercluster 



Seq. No. 
Contig ID 
5 '-most EST 



289811 

310674_1.R1011 
nbm700477464.hl 



Seq- No. 
Contig ID 
5 '-most EST 



289812 

310870_1.R1011 
nbm700474052.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289813 

310901_1.R1011 
nbm700473904.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289814 

310939_1.RI011 
nbm700473955.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289815 

310982_1.R1011 
nbm700475806.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



289816 

311089_1.R1011 

nbm700477231.hl 

BLASTX 

g3367574 

144 

3.0e-09 

93 
41 

(AL031135) hypothetical protein [Arabidopsis thaliana] 
289817 

311192_1.R1011 
nbm700474530.hl 



40305 



Seq, No. 
Contig ID 
5 '-most EST 



289818 

311222_1.R1011 
nbm700474671.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



289819 

311340_1.R1011 

nbm700474990.hl 

BLASTX 

g2829887 

263 

3.0e-23 

87 

54 

{AC002396) Hypothetical protein [Arabidopsis thaliana] 
289820 

311382_1.R1011 
nbm700475085.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289821 

311399_1.R1011 
nbm700475126.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289822 

311415_1.R1011 
nbm700475157.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289823 

311439_1.R1011 
nbm700475244.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289824 

311455__1.R1011 
nbm700475265.hl 



Seq. No, 
Contig ID 
5 '-most EST 



289825 

311476_1.R1011 
nbm700475296.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289826 

311563_1.R1011 
nbm700475395.hl 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



289827 

311607_1.R1011 
gwl700613694,hl 

289828 

311672_1.R1011 
nbm700475610.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289829 

311734_1.R1011 
nbm700475719.hl 



Seq. No. 



289830 



40306 



Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311737_1.R1011 
nbm700475722.hl 

289831 

311841_1.R1011 

nbm700475895.hl 

BLASTX 

g3600048 

452 

6,0e-45 

180 

49 

{AF080120) similar to hypothetical proteins in 
Schizosaccharomyces pombe (GB:Z98533) and C. elegans 
(GB:Z48334 and Z78419) [Arabidopsis thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289832 

311945_1.R1011 
nbm700476107,hl 

289833 

312037_1.R1011 

nbm700476278.hl 

BLASTX 

g4557491 

279 

l.Oe-24 

129 

44 

cleavage stimulation factor subunit 1 

>gi 461848_sp_Q05048_CSTl_HUMAN CLEAVAGE STIMULATION 
FACTOR, 50 KD SUBUNIT (CSTF 50 KD SUBUNIT) (CF-1 50 KD 

SUBUNIT) >gi_345801_pir A45142 cleavage stimulation factor 

50K chain - human >gi__180599 (L02547) cleavage stimulation 
factor [Homo sapiens] 

289834 

312136_1.R1011 

nbm700476495,hl 

BLASTX 

g3024689 

169 

3.0e-12 

96 

44 

TRANSCRIPTION INITIATION FACTOR TFIID 100 KD SUBUNIT 
(TAFII-lOO) (TAFIIIOO) >gi_14 91718_emb_CAA64777_ (X95525) 
hTAFIIlOO [Homo sapiens] 



Seq. No. 
Contig ID 
5 '-most EST 



289835 

312180_l.Rl011 
nbm700476809.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289836 

312204_1.R1011 
nbm700476666.hl 



40307 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 




289837 

312356_1.R1011 
nbm700476990.hl 

289838 

312447_1,R1011 
nbm700477233.hl 

289839 

312573_1.R1011 
nbm700477568,hl 

289840 

312581_1.R1011 
nbm700477584.hl 

289841 

312659_1.R1011 

nbm700477660,hl 

BLASTX 

g4519673 

334 

l.Oe-31 

86 

62 

(AB017694) WREBP-2 
289842 

312670_1,R1011 
nbm700477650.hl 

289843 

312709_1.R1011 
pwf700321640.hl 

289844 

312716_1.R1011 
nbm700477731.hl 

289845 

312758_1.R1011 
nbm700477802.hl 

289846 

312775_1.R1011 
uer700577230.hl 

289847 

312818_1.R1011 
rvl700454985.hl 

289848 

312849_1.R1011 

uer700582887.hl 

BLASTX 

g2494266 

315 




[Nicotiana tabaciim] 



40308 



E value 
Match length 
% identity 
NCBI Description 



2.0e-29 

91 

64 

GTP-BINDING PROTEIN LEPA >gi_1653961_dbj_BAA18871_ (D90917) 
LepA [Synechocystis sp.] 



Seq. No* 
Contig ID 
5 '-most EST 



289849 

312869_1.R1011 
nbm700477995.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



289850 

312921_1.R1011 

gct701179987,hl 

BLASTX 

g2088657 

257 

2.0e-22 

102 

45 

{AF002109) unknown protein [Arabidopsis thaliana] 
289851 

312928_1.R1011 
rvl700455859.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



289852 

313078__1.R1011 

mwy700438108.hl 

BLASTX 

g3063695 

218 

5.0e-18 

48 

79 

(AL022537) hypothetical protein [Arabidopsis thaliana] 
289853 

313084_1.R1011 
mwy700438118.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289854 

313141_1.R1011 
mwy700438191.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289855 

313200_1.R1011 
mwy700440966.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289856 

313304_1.R1011 
pwr700452895.hl 



Seq. No. 

Contig ID 
5 '-most EST 



289857 

313331_1.R1011 
mwy700438541.hl 



Seq. No. 



289858 



40309 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



313370_1.R1011 

mwy700438624.hl 

BLASTN 

g2997740 

150 

4.0e-79 

178 
96 

Homo sapiens tetraspan TM4SF (TSPAN-l) 



mRNA, complete cds 



Seq. No. 
Contig ID 
5 '-most EST 



289859 

3133B5_1.R1011 
mwy700440071,hl 



Seq. No. 
Contig ID 
5 '-most EST 



289860 

313395_1.R1011 
ceu700432456.hl 



Seq. No. 

Contig ID 
5 '-most EST 



289861 

313402_1.R1011 
mwy700441628.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289862 

313423_1.R1011 

mwy700438718.hl 

BLASTX 

g3297823 

224 

l.Oe-18 

70 

54 

{AL031032) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



289863 

313522_1.R1011 
mwy700438948.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289864 

313660_1.R1011 
mwy700439218.hl 



Seq. No. 

Contig ID 
5 '-most EST 



289865 

313676_1.R1011 
mwy700439222.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289866 

313775_1.R1011 
mwy700439388.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289867 

313776_1.R1011 
pwr700451508.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289868 

313786_1.R1011 
pwr700451683.hl 



40310 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289869 

313838_1.R1011 

mwy700439603.hl 

BLASTX 

g4580951 

297 

3.0e-27 

83 

67 

{AF117733) glycerol 



kinase-like protein 1 [Mus musculus] 



289870 

313866_1.R1011 

mwy700439692.hl 

BLASTN 

g2264315 

37 

2.0e-ll 

73 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRN17, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



Seq. No. 
Contig ID 



289871 

313987_1.R1011 
mwy700439886.hl 

289872 

314005_1.R1011 
mwy700439922,hl 

289873 

314086_1.R1011 

hbs701182610.hl 

BLASTX 

g2194125 

497 

2.0e-50 

122 
76 

{AC002062) ESTs gb_R30459, gb_N38441 come from this gene, 
[Arabidopsis thaliana] 

289874 

314108_1.R1011 
mwy700440081.hl 

289875 

314112_1.R1011 
mwy700440090.hl 

289876 

314128_1.R1011 
mwy700440232.hl 

289877 

314308 l.RlOll 



40311 



5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



mwy700441015.hl 
289878 

314344_1.R1011 
mwy700440913.hl 

289879 

314399_1.R1011 
mwy700440905.hl 

289880 

314433_1.R1011 
mwy700442587,hl 

289881 

314489_1.R1011 
mwy700442867.hl 

289882 

314569_1.R1011 
mwy700441038.hl 

289883 

314600_1.R1011 
hvj700622742,hl 

289884 

314623_1.R1011 

mwy700441136.hl 

BLASTX 

g2244971 

276 

2.0e-35 

103 

78 

{Z97340) hypothetical protein [Arabidopsis thaliana] 
289885 

314655_1,R1011 

pwr700451449.hl 

BLASTX 

g3386607 

282 

4.0e-25 

146 

41 

(AC004 665) hypothetical protein [Arabidopsis thaliana] 
289886 

314992_1.R1011 
mwy700441837.hl 

289887 

315000_1.R1011 
mwy700441851,hl 



Seq, No. 



289888 



40312 



Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



315023_1.R1011 
mwy700441908.hl 

289889 

315210__1.R1011 
mwy700442382.hl 

289890 " 

315236_1.R1011 

ceu700434609.hl 

289891 

315346_1.R1011 
uer700577475.hl 

289892 

315350_1.R1011 
ckd700461252.hl 

289893 

315442_1.R1011 
mwy700442841.hl 

289894 

315624_1.R1011 

vfk700404820.hl 

BLASTX 

g3219269 

373 

4.0e-36 

97 

71 

(AB015314) MAP kinase kinase 3 [Arabidopsis thaliana] 
289895 

315727_1.R1011 
nwy700447787.hl 

289896 

315733_1.R1011 
hvj700620478.hl 

289897 

315796_1.R1011 
nwy700444264.hl 

289898 

315812_1.R1011 

pwr700449472.hl 

BLASTX 

g4502895 

523 

3.0e-53 

112 
87 

colipase, pancreatic >gi_116900_sp__P04118_COL_HUMAN 
COLIPASE PRECURSOR >gi_1070631_pir ^XLHU colipase precursor 



40313 



Seq. No. 
Contig ID 
5 '-most EST 



- human >gi_180886 (J02883) colipase precursor [Homo 
sapiens] >gi_1483624 (M95529) colipase [Homo sapiens] 
>gi_227923_prf 1713433A colipase [Homo sapiens] 



289899 

315858__1.R1011 
nwy700448063.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289900 

315878_1.R1011 
nwy700443907.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289901 

315932_1.R1011 
nwy700447505.hl 



Seq, No. 
Contig ID 
5 '-most EST 



289902 

315975_1.R1011 
nwy700443867.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289903 

315993_1.R1011 
nwy700447604.hl 



Seq. No, 
Contig ID 
5 '-most EST 



289904 

316154_1.R1011 
nwy700444165.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289905 

316177_1.R1011 
nwy700444513.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289906 

316252_1.R1011 
gct701176169.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289907 

316282_1.R1011 

gwl700613088.hl 

BLASTN 

g3925238 

34 

l.Oe-09 

50 
92 

Zea mays 6-phosphogluconate dehydrogenase isoenzyme A gene, 
partial cds 



Seq. No. 
Contig ID 
5 '-most EST 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



289908 

316298_1.R1011 

nwy700444510.hl 

BLASTN 

gl87408 

380 

O.Oe+00 

400 

99 



40314 



NCBI Description 


Human myelin basic protein (MBP) mRNA, complete cds 


Seq. No. 


o o ri n A rt 

289909 


Contig ID 


316329 l.RlOll 


5 '-most EST 


nwy700444430.hl 


Seq, No. 




Contig ID 


316403 l.RlOll 


5 '-most EST 


nwy700444542.hl 


Seq. No, 


289911 


Contig ID 


olb4oa l.KlUil 


5 '-most EST 


nwy7u044bolo .ni 


Seq. No. 


28 991z 


Contig ID 


olOOij I.KIUXI 


5 * -most EoT 


nwy / uu4144ojd ,ni 


Method 




NCBI GI 


g44Uo / / O 


BLAST score 


364 


E value 


5.0e-35 


Match length 


lul 


% identity 


/b 


NCBI Description 


(ACL)Ub8JD) putative ceil uivision conurox pjiuut^j-ij. 




[Arabidopsis thaliana] 


Seq. No. 


289913 


Contig ID 


316564 l.RlOll 


5 ' -most EST 


nwy / UU4fiDUUo .ni 


Method 


BliAb i N 


NCBI GI 


gl490418 


BLAST score 


131 


E value 


A A — . /" O 

9 , 0e-o8 


Match length 


131 


% identity 


100 


NCBI Description 


Human ubiquitin gene, complete cds 


Seq. No. 


A O A A 1 A 

289914 


Contig ID 


316636 l.RlOll 


5 -most EST 


nwy / UU4 4 4 yzi . ni 


Method 


BLAbTX 


NCBI GI 


g2252847 


BLAST score 


220 


E value 


O A^ 1 O 

3 . Ue-lo 


Match length 


A A 

49 


% identity 


82 


NCBI Description 


{AF013293) No definition line found [Arabidopsis tii 


Seq. No. 


A o n m c 
9910 


Contig ID 


Jibooy i.Kiuii 


5 '-most EST 


nwy700445864.hl 


Seq. No. 


289916 


Contig ID 


316888 l.RlOll 


5 '-most EST 


nwy700445449.hl 



Seq. No, 289917 



40315 



Contig ID 
5 '-most EST 



316897_1.R1011 
fdz701159725.h2 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq^ No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



289918 

317151_1.R1011 
fd2701158408.hl 

289919 

317196_1.R1011 
nwy700445870.hl 

289920 

317259_1.R1011 
ceu700433692.hl 

289921 

317279_1.R1011 
nwy700446895.hl 

289922 

317411_1.R1011 
nwy700448175.hl 

289923 

317566_1,R1011 
nwy700447207.hl 

289924 

317740_1.R1011 
nwy700446923.hl 

289925 

317760_1.R1011 
nwy700446971.hl 

289926 

317838_1.R1011 
nwy700447070.hl 

289927 

318045_1.R1011 

gct701167242.hl 

BLASTX 

gl055130 

238 

3.0e-20 

93 

51 

{U39998) coded for by C. elegans cDNA yk92bll.3; coded for 
by C. elegans cDNA yk92bll.5; coded for by C. elegans cDNA 
yk78c2.5; coded for by C. elegans cDNA cm9a8; coded for by 
C. elegans cDNA yk66h8.3; coded for by C. elegans cDNA 
yk7 8c2.3 

289928 

318096_1.R1011 
gct701176862.hl 



40316 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g347852 

40 

3.0e-13 

128 
83 

Saccharum hybrid cultivar H65-7052 glucose transporter 
mRNA, partial cds 



Seq. No. 
Contig ID 
5 '-most EST 



289929 

318190_1.R1011 
nwy700447671.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289930 

318363_1.R1011 
nwy700448072.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289931 

318429_1.R1011 
pwr700451982.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289932 

318667_1.R1011 

wev700405069.hl 

BLASTX 

g2576361 

155 

2.0e-10 

38 

68 

{U39782) lysine and histidine specific transporter 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



289933 

318671_1.R1011 
wev700405071.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289934 

318692_1.R1011 

pwr700448507.hl 

BLASTX 

g4503135 

668 

2.0e-70 

133 

95 

chymotrypsinogen Bl >gi_117617_sp__P17538_CTRB_HUMAN 

CHYMOTRYPSINOGEN B PRECURSOR >gi_105619_pir ^A31299 

chymotrypsin (EC 3.4.21.1) precursor - human >gi_181190 
(M24400) preprochymotrypsinogen (EC 3.4.21.1) [Homo 
sapiens] 



Seq. No. 
Contig ID 
5 '-most EST 



289935 

318784_1.R1011 
pwr700448667.hl 



Seq. No. 



289936 



40317 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



318854_1.R1011 
pwr700450286.hl 

289937 

318942_1.R1011 

pwr700451409.hl 

BLASTX 

g3878262 

357 

3.0e-34 

91 

74 

{Z75712) similar to AAA ATPase; cDNA EST yk353e8.5 comes 
from this gene [Caenorhabditis elegans] 

289938 

319189_1.R1011 
pwr700449476.hl 



289939 

319215_1.R1011 

pwr700452437.hl 

BLASTX 

gl839467 

233 

9.0e-20 
42 
95 

(S82198) 
pancreas. 



caldecrin=serum calcium-decreasing factor 
Peptide, 268 aa] [Homo sapiens] 



[human. 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289940 

319281_1.R1011 

pwr700449630.hl 

BLASTX 

gl086900 

173 

2,0e-12 

89 

37 

{U41278) contains similarity to G beta repeats 
{PROSITE:PS00670) of the beta-transducin family 
[Caenorhabditis elegans] 

289941 

319311_1.R1011 

tfd700570869.hl 

BLASTN 

g2996648 

261 

l.Oe-145 

329 
95 

Homo sapiens chromosome 16, cosmid clone 373C8 (LANL) , 
complete sequence [Homo sapiens] 



Seq. No. 



289942 



40318 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



319320_1.R1011 

pwr700453496.hl 

BLASTX 

g3281852 

170 

l.Oe-12 

62 
50 

(AL031004) peroxidase - like protein 



[Arabidopsis thaliana] 



289943 

319322_1.R1011 

pwr700449703.h2 

BLASTX 

g2190547 

289 

3.0e-26 

72 

71 

{AC001229) ESTs 

gb__T43256,gb_46316,gfo_N64930,gb_AA395255,gb_AA404382 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289944 

319408_1.R1011 
pwr700449846.h2 

289945 

320160_1.R1011 
pwr700451188.hl 

289946 

320417_1.R1011 

gct701169026.hl 

BLASTX 

g3165570 

308 

5.0e-28 

174 

14 

(AF067946) similar to Drosophila ring canal protein 
(SW:Q04652) [Caenorhabditis elegans] 

289947 

320456_1.R1011 
pwr700451561.hl 

289948 

320657_1.R1011 

sem700930247.hl 

BLASTX 

g2832696 

315 

6.0e-29 

126 

54 

{AL021713) putative protein [Arabidopsis thaliana] 



[kelch) 



40319 



Seq. No. 
Contig ID 
5 '-most EST 

Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289949 

320781_1.R1011 
pwr700453180.hl 

289950 

320936__1.R1011 

pwr700452451.hl 

BLASTX 

g4455340 

170 

2.0e-12 

58 

53 

(AL035522) putative protein [Arabidopsis thaliana] 
289951 

320957_1.R1011 
pwr700452481.hl 

289952 

321208_1.R1011 
pwr700453008.hl 

289953 

321268_1.R1011 

rvl700456314.hl 

BLASTX 

g4506681 

345 

7.0e-33 

66 

98 

ribosomal protein Sll >gi_133723_sp_P04 643_RSll_HUMAN 40S 

RIBOSOMAL PROTEIN Sll >gi_71004_pir R3HU11 ribosomal 

protein Sll - human >gi_71005_pir R3RT11 ribosomal protein 

Sll - rat >gi_36144_emb_CAA29834_ (X06617) ribosomal 
protein Sll (AA 1 - 158) [Homo sapiens] >gi_206739 (K03250) 
ribosomal protein Sll [Rattus norvegicus] >gi_1938406 
(U93864) ribosomal protein Sll [Mus musculus] 

289954 

321281_1.R1011 
pwr700453253.hl 

289955 

321383_1.R1011 

pwr700453303.hl 

BLASTX 

g4586038 

571 

7.0e-59 

150 

71 

{AC007109) putative heat shock protein [Arabidopsis 
thaliana] 



40320 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



289956 

321391_1.R1011 
pwr700453313.hl 

289957 

321492_1.R1011 

pwr700453646.hl 

BLASTX 

g4572676 

209 

l.Oe-16 

129 

36 

{AC006954) unknown protein [Arabidopsis thaliana] 
289958 

321541_1.R1011 

pwr700453655.hl 

BLASTX 

g3913437 

595 

7.0e-62 

136 

82 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE >gi_1402875_emb_CAA66825_ (X98130) RNA helicase 
[Arabidopsis thaliana] >gi_14 95271_emb_CAA66613_ {X97970) 
RNA helicase [Arabidopsis thaliana] 

289959 

321684_1.R1011 
gwl700613714.hl 

289960 

321699_1.R1011 
rvl700453711.hl 



Seq. No. 

Contig ID 
5 '-most EST 



289961 

321722_1.R1011 
rvl700453739.hl 



Seq. No, 
Contig ID 
5 '-most EST 



289962 

321735_1.R1011 
rvl700453759.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289963 

321764_1.R1011 
rvl700453805.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289964 

321812_1.R1011 
rvl700453884.hl 



Seq. No. 

Contig ID 
5 '-most EST 



289965 

321845_1.R1011 
rvl700455543.hl 



40321 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289966 

321872_1.R1011 

rvl700454040.hl 

BLASTX 

g4567311 

232 

2.0e-19 

60 

67 

(AC005956) putative protein kinase [Arabidopsis thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 



289967 

321908_1.R1011 
rvl700454125.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289968 

322019_1.R1011 
rvl700454320.hl 



Seq. No. 
Contig ID 
5 '-most EST 



289969 

322096_1.R1011 
rvl700454443.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289970 

322119_1.R1011 

rvl700454474.hl 

BLASTN 

g3204107 

33 

4.0e-09 

41 

95 

Cicer arietinum mRNA for putative cytidine or 
deoxycytidylate deaminase, partial 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289971 

322182_1.R1011 

rvl700454609.hl 

BLASTX 

g3461815 

182 

8.0e-22 

79 

71 

(AC004138) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



289972 

322259_1.R1011 
rvl700457149,hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



289973 

322324_1.R1011 

fdz701160619.hl 

BLASTX 

g4584255 

328 

2.0e-31 



40322 



Match length 


85 


% identity 


70 


NCBI Description 


(Y18471) SINAlp [Vitis vinifera] 


Seq, No, 


289974 


Contig ID 


322410_1.R1011 


5 '-most EST 


rvl700455224 ,hl 


Method 


BLASTX 


NCBI GI 


g2660670 


BLAST score 


319 


E value 


6.0e-30 


Match length 


84 


% identity 


75 


NCBI Description 


(AC002342) putative Cu2+-transporting ATPase 




thaliana] 


Seq, No, 


289975 


Contig ID 


322459 l.RlOll 


5 '-most EST 


rvl700458424.hl 


Seq. No, 


289976 


Contig ID 


322548_1.R1011 


5 '-most EST 


rvl700457240,hl 


Method 


BLASTX 


NCBI GI 


g2980760 


BLAST score 


218 


E value 


8.0e-18 


Match length 


77 


% identity 


58 


NCBI Description 


{AL022198) putative protein [Arabidopsis thai 


Seq. No, 


289977 


Contig ID 


322770 l.RlOll 


5 '-most EST 


rvl700457312,hl 


Seq, No, 


289978 


Contig ID 


322926 l.RlOll 


5 '-most EST 


rvl700457744,hl 


Seq. No, 


289979 


Contig ID 


322965 l.RlOll 


5 '-most EST 


rvl700456028,hl 


Seq. No. 


289980 


Contig ID 


323010_1.R1011 


5 '-most EST 


rvl700456092.hl 


Method 


BLASTX 


NCBI GI 


g3834317 


BLAST score 


264 


E value 


5,0e-23 


Match length 


101 


% identity 




NCBI Description 


(AC005679) Similar to CDC16 protein gb_U18291 




from Homo sapiens. [Arabidopsis thaliana] 


Seq. No. 


289981 


Contig ID 


323173_1,R1011 



(CDC16HS) 



40323 



5 ' -most EST 


rvl7004564 61 .hi 


Method 


BLASTX 


NCBI GI 


g2244865 


BLAST score 


142 


E value 


4.0e-09 


Match length 


88 


% identity 


38 


NCBI Description 


(297337) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


289982 


Contig ID 


323189 l.RlOll 


5 '-most EST 


rvl700456418.hl 


Seq. No. 


289983 


Contig ID 


323215 l.RlOll 


5* -most EST 


rvl700456724.hl 


Seq. No. 


289984 


Contig ID 


323527_1.R1011 


5 '-most EST 


rvl700457063.hl 


Seq. No. 


289985 


Contig ID 


323529_1.R1011 


5 '-most EST 


fdz701166734 .hi 


Method 


BLASTX 


NCBI GI 


g541849 


BLAST score 


316 


E value 


2.0e-29 


Match length 


81 


% identity 


72 


NCBI Description 


anthranilate synthase (EC 4.1.3.27) beta chain - 




Arabidopsis thaliana >gi 403434 (L22585) anthranilate 




synthase beta subunit [Arabidopsis thaliana] 


Seq. No. 


289986 


Contig ID 


323662_1.R1011 


5 '-most EST 


gct701180456.hl 


Method 


BLASTX 


NCBI GI 


g3860258 


BLAST score 


234 


E value 


2.0e-19 


Match length 


103 


% identity 


48 


NCBI Description 


(AC005824) unknown protein [Arabidopsis thaliana] 


Seq. No. 


289987 


Contig ID 


323665 l.RlOll 


5 '-most EST 


rvl700457214.hl 


Seq. No. 


289988 


Contig ID 


323780 l.RlOll 


5 '-most EST 


rvl700457396.hl 


Seq. No. 


289989 


Contig ID 


323802 l.RlOll 


5 '-most EST 


rvl700457434.hl 



40324 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq- No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



289990 

323853_1,R1011 
rvl700457533.hl 

289991 

323926_1.R1011 

rvl700457668.hl 

BLASTX 

gl707642 

375 

2.0e-36 

80 
86 

(Y07748) TMK [Oryza sativa] 
289992 

323953_1.R1011 

rvl700458029.hl 

BLASTX 

g3582333 

262 

7.0e-24 

79 

67 

(AC005496) hypothetical protein [Arabidopsis thaliana] 
289993 

323981_1.R1Q11 

rvl700457787.hl 

BLASTX 

gl778376 

307 

2.0e-28 

78 

72 

(U81288) PsRT17-l [Pisum sativum] 
289994 

324542__1.R1011 

ceu700428317.hl 

BLASTX 

g4567281 

142 

8.0e-09 

59 

39 

(AC006841) unknown protein [Arabidopsis thaliana] 
289995 

324598_1.R1011 

ydl700405405.hl 

BLASTX 

g3334133 

356 

6,0e-34 

100 

69 



40325 



NCBI Description CYTOCHROME P450 89A2 (CYPLXXXIX) (ATH 6-1) >gi_1432145 
(U61231) cytochrome P450 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



289996 

324622_1.R1011 
ydl700405436.hl 
BLASTX 
g4093153 



BLAST score 


194 


E value 


5.0e-15 


Match length 


47 


% identity 


79 


NPRT De^pr "i nt inn 


(AF088280) phytochrome-associat 




thaliana] 


Seq. No, 


289997 


Contig ID 


324705 l.RlOll 


5 '-most EST 


tfd700569162.hl 


Seq. No. 


289998 


Contig ID 


324746 l.RlOll 


5 '-most EST 


gct701177467.hl 


O C Lj^ • LN (J • 


Zf Zf Z/ 


Contig ID 


324789 l.RlOll 


5 '-most EST 


ypc700803283.hl 


oeq. wo. 




Contig ID 


324814 l.RlOll 


5 '-most EST 


ceu700433802.hl 


Method 


BLASTX 






BLAST score 


347 


E value 


5.0e-33 


Match length 


94 


% identity 


65 


NCBI Description 


{Z97336) hypothetical protein 


Seq. No. 


290001 


Contig ID 


324924 l.RlOll 


5 '-most EST 


tfd700575533.hl 


Seq. No. 


290002 


Contig ID 


324932 l.RlOll 


5 '-most EST 


tfd700569573.hl 


Seq. No. 


290003 


Contig ID 


325004 l.RlOll 


5 '-most EST 


tfd700569707.hl 


Method 


BLASTX 


NCBI GI 


g4567281 


BLAST score 


206 


E value 


2.0e-16 


Match length 


113 


% identity 


42 


NCBI Description 


{AC006841) unknown protein [Ar 



3 [Arabidopsis 



40326 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 




290004 

325015_1.R1011 

ypc700805212.hl 

BLASTX 

g3859659 

489 

2.0e-49 

155 

66 

(AL031394) putative potassium 
[Arabidopsis thaliana] 

290005 

325115_1.R1011 
tfd700574173.hl 

290006 

325117^1. RlOll 
tfd700569927.hl 

290007 

325187_1.R1011 
tfd700570034.hl 

290008 

325240_1.R1011 
tfd700570105.hl 

290009 

325318_1.R1011 
tfd700570217,hl 

290010 

325353_1.R1011 
tfd700572413.hl 

290011 

325432_1.R1011 
tfd700570505.hl 

290012 

325446_1.R1011 
gct701170766.hl 

290013 

325457_1.R1011 
uer700583259.hl 

290014 

325594_1.R1011 
ceu700428785.hl 

290015 

325692_1.R1011 
tfd700576620.hl 

290016 




transporter AtKT5p (AtKTS) 



40327 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



325757_1.R1011 
hvj700622279.iil 

290017 

325886_1.R1011 
tfd700571251.hl 



Seq. No. 
Contig ID 
:.5'-most EST 



290018 

325919__1.R1011 
tfd700571294.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290019 

325937_1.R1011 
tfd700571322.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



290020 

325947_1.R1011 

tfd700571335.hl 

BLASTX 

g3395439 

198 

3.0e-15 

74 

50 

(AC004683) hypothetical protein [Arabidopsis thaliana] 
290021 

326007_1.R1011 
gwl700613410,hl 

290022 

326048_1.R1011 
tfd700571467.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290023 

326095_1.R1011 
tfd700571544.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290024 

326147_1.R1011 
gwl700617064.hl 

290025 

326171_1.R1011 
gwl700617030.hl 

290026 

326392_1.R1011 

tfd700572033.hl 

BLASTN 

g4544336 

140 

6.0e-73 

168 

97 

Mus musculus GABA-Bla receptor mRNA, complete cds 



40328 



# 



Seq. No. 


290027 


Contig ID 


326458 l.RlOll 


5 '-most EST 


tfd700572141 .hi 


Method 


BLASTX 


NCBI GI 


g407940 


BLAST score 


142 


E value 


7 . Oe-09 


Match length 


104 


% identity 


36 


NCBI Description 


(U024 95) epoxide hydrolase 


Seq. No. 


290028 


Contig ID 


326546 l.RlOll 


5 '-most EST 


tfd700572279.hl 


Method 


BLASTX 


NCBI GI 


g434759 


BLAST score 


485 


E value 


4.0e-49 


Match length 


110 


% identity 


80 


NCBI Description 


(D21163) similar to human 




[Homo sapiens] 


Seq. No. 


290029 


Contig ID 


326549_1.R1011 


5 '-most EST 


hbs701185177 .hi 


Method 


BLASTX 


NCBI GI 


g4589966 


BLAST score 


350 


E value 


6.0e-33 


Match length 


136 


% identity 


49 


NCBI Description 


(AC007169) unknown protein 


Seq. No. 


290030 


Contig ID 


326563_1.R1011 


5 '-most EST 


tfd700572308 .hi 


Method 


BLASTX 


NCBI GI 


g2293272 


BLAST score 


198 


E value 


2.0e-15 


Match length 


111 


% identity 


42 


NCBI Description 


{ AFO 0 8 2 2 0 ) DNA-polyme rase 




>gi 2635374 emb CAB14869 




[Bacillus subtilis] 


Seq. No. 


290031 


Contig ID 


326636 l.RlOll 


5 '-most EST 


uer700577215.hl 


Seq. No. 


290032 


Contig ID 


326701 l.RlOll 


5 '-most EST 


gct701175420.hl 


Method 


BLASTX 


NCBI GI 


gl296955 


BLAST score 


146 



[Solanum tuberosum] 



I [Bacillus subtilis] 
(Z99118) DNA polymerase I 



40329 



E value 


l.Oe-09 


Match length 


65 


% "i ripnt it V 


43 


NCBI Description 


(X954 02) duplicated 


Seq. No. 


290033 


Contig ID 


326975 l.RlOll 


5 '-most EST 


tfd700572850.h2 


Seq. No. 


290034 


Contig ID 


326982 l.RlOll 


5 '-most EST 


tfd700572858.h2 


Method 


BLASTX 


NCBI GI 


g99957 


BLAST score 


167 


E value 


4 ,0e-21 


Match length 


60 


% identity 


93 


NCBI Description 


trypsin inhibitor B 




>ai 18772 emb CAA457 




B [Glycine max] 


Seq. No. 


290035 


Cnnt "i a TD 


327072 1 RlOll 


5 '-most EST 


tfd700572968.hl 


Seq. No, 


290036 


Pnnl" 1 rr TO 


327116 1 RlOll 


5 '-most EST 


tfd700573025.hl 


Seq. No. 


290037 


Contig ID 


327127 l.RlOll 


5 '-most EST 


tfd700573038.hl 


Seq. No. 


290038 


Contig ID 


327303 l.RlOll 


5 '-most EST 


tfd700573658.hl 


Method 


BLASTX 


NCBI GI 


g3218544 


BLAST score 


460 


E value 


5.0e-46 


Match length 


94 


% identity 


93 



(Kunitz) precursor - soybean 

78_ {X64448) trypsin inhibitor subtype 



NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



{AB004813) alternative oxidase [Oryza sativa] 
>gi_3218546_dbj_BAA28773_ (AB004864) alternative oxidase 
[Oryza sativa] 

290039 

327584_1. RlOll 
hvj700620394.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



290040 

327639_1, RlOll 

tfd700574049.hl 

BLASTX 

g3746071 

360 



40330 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



2.0e-34 

82 

88 

(AC005311) putative GTP-binding protein [Arabidopsis 
thaliana] 

290041 

327799_1.R1011 
tfd700576595.hl 

290042 

327874_1.R1011 

tfd700574408.hl 

BLASTX 

g322750 

436 

2.0e-43 

94 

95 

ubiquitin / ribosomal protein CEP52 - wood tobacco 
>gi_170217 {M74100) ubiquitin fusion protein [Nicotiana 
sylvestris] 

290043 

327889_1.R1011 

tfd700574426.hl 

BLASTX 

g731675 

287 

l.Oe-25 

82 
62 

HYPOTHETICAL 80.7 KD PROTEIN IN ERG7-NMD2 INTERGENIC REGION 
>gi_626631__pir S46811 hypothetical protein YHR074w - yeast 

(Saccharomyces cerevisiae) >gi_500832 {U10556) Yhr074wp 

[Saccharomyces cerevisiae] 

290044 

327910_1.R1011 
gwl700618521.hl 

290045 

327915_1.R1011 
ceu700424045.hl 

290046 

327935_1.R1011 
ceu700433980.h2 

290047 

327979_1.R1011 
tfd700576175.hl 

290048 

328022_1-R1011 
gwl700613809.hl 



40331 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



290049 

328091_1.R1011 
tfd700575990.hl 

290050 

328123_1.R1011 
gwl700612507.hl 

290051 

328435_1.R1011 
ypc700803230.hl 

290052 

328469_1.R1011 
tfd700576120.hl 

290053 

328472_1.R1011 

tfd700575705.hl 

BLASTX 

gl708421 

382 

2.0e-50 

104 

86 

ISOFLAVONE REDUCTASE HOMOLOG IRL >gi_1205986 {U33318) 
sulfur starvation induced isoflavone reductase-like IRL 
[Zea mays] 

290054 

328502_1.R1011 
tfd700575583.hl 

290055 

328825_1.R1011 

gct701174895.hl 

BLASTX 

g4191775 

518 

l.Oe-54 

151 

68 

(AC005917) putative acyl-CoA cholesterol acyltransf erase 
[Arabidopsis thaliana] 

290056 

328844_1.R1011 
uer700583265.hl 



Seq. No« 
Contig ID 
5 '-most EST 



290057 

328855_1.R1011 
tfd700576245.hl 



Seq. No. 

Contig ID 
5 '-most EST 



290058 

328886_1.R1011 
tfd700576318.hl 



40332 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290059 

328927_1.R1011 

ceu700422918.hl 

BLASTX 

gll74853 

264 

2.0e-23 

59 

78 

UBIQUITIN-CONJUGATING ENZYME E2-18 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) (PM42) 

>gi 481811_pir S39483 ubiquit in-conjugating enzyme UBC2-1 

- Arabidopsis thaliana >gi_22658_eitib_CAA48378_ (X68306) 
ubiquitin-conjugating enzyme [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%^identity , 

NCSl Description 



290060 

328929_1.R1011 

tfd700576617.hl 

BLASTX 

g2108252 

293 

8.0e-27 

87 

33 

(yi0228) P-glycoprotein-2 [Arabidopsis thaliana] 
>gi_2108254_emb_CAA7127 6_ (Y10227) P-glycoprotein-2 
[Arabidopsis thaliana] >gi_4538925_emb__CAB39661 . 1_ 
(AL049483) P-glycoprotein-2 {pgp2) [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



290061 

329031_1.R1011 
tfd700576507.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290062 

329061__1.R1011 

tfd700576539.hl 

BLASTN 

g3603472 

54 

2.0e-21 

74 

93 

Oryza sativa elicitor-responsive gene-3 (ERG3) mRNA, 
complete cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290063 

329133_1.R1011 

tfd700576651.hl 

BLASTX 

g3341679 

392 

4.0e-38 

101 

69 

(AC003672) dynamin-like protein phragmoplastin 12 
[Arabidopsis thaliana] 



40333 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



290064 

329343_1.R1011 
gwi700617082.hl 

290065 

329411_1.R1011 
uer700581348.hl 



290066 

329462_1.R1011 

ceu700431894.hl 

BLASTX 

g2829916 

216 

l.Oe-17 

45 
89 

{AC002291) Unknown protein [Arabidopsis thaliana] 
290067 

329584_1.R1011 

uer700577035.hl 

BLASTX 

g2194125 

704 

l.Oe-74 

156 

77 

(AC002062) ESTs gb_R30459, gb_N38441 come from this gene. 
[Arabidopsis thaliana] 

290068 

329606_1.R1011 
uer700580666.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



290069 

329624_1.R1011 
uer700578019.hl 

290070 

329647_1.R1011 
uer700577140.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290071 

329651_1.R1011 
uer700579580.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



290072 

329831_1.R1011 
uer700581563.hl 

290073 

329886_1.R1011 

tbg700930426.hl 

BLASTX 

g4335771 

426 



40334 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



5.0e-42 

135 

62 

(AC006284) unknown protein [Arabidopsis thaliana] 
290074 

329909_1,R1011 
uer700580534.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290075 

330010_1.R1011 
uer700580318.hl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290076 

330112_1.R1011 

hvj700624341.hl 

BLASTX 

g3212851 

367 

3.0e-35 

97 

70 

(AC004005) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



290077 

330125_1.R1011 
uer700578754.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290078 

330163_1.R1011 

uer700577977.hl 

BLASTX 

g3355480 

222 

3.0e-18 

80 

57 

(AC004218) Medicago nodulin N21-like protein [Arabidopsis 
thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 



290079 

330313_1.R1011 
uer700578221.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290080 

330367_1.R1011 
uer700578416.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290081 

330370_1.R1011 
uer700578420.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



290082 

330378_1.R1011 
uer700578430.hl 
BLASTX 
gll69241 



40335 




BLAST score 


242 


E value 


9.0e-21 


Matcn ienyun 




^ T ir^ ^ n 4* t T 

^ laeriLiLy 


53 


NCBI Description 


MALONYL-COA DECARBOXYLASE PRECURSOR >gi_283854_ 


malonyl-CoA decarboxylase (EC 4.1.1.9) - goose 


Seq* No, 




Contig ID^ 


330395 l.RlOll 


5 '-most EST 


uer700578451.hl 


beq* NO, 




Contig ID 


330412 l.RlOll 


5 '-most EST 


uer700578477,hl 


beq. No. 




Contig ID 


330423 l.RlOll 


5 '-most EST 


uer700578386,hl 


Seq. No. 


o Q n n Q ^; 


Contig ID 


330676 l.RlOll 


5 '-most EST 


gwl700616117.hl 


Seq. No, 


0 Qnnp'7 
ZyuKJo / 


Contig ID 


330677 l.RlOll 


5 '-most EST 


uer700578782.hl 


Seq. No. 




Contig ID 


330861 l.RlOll 


5 '-most EST 


gwl700618040.hl 


beq. NO. 




Contig ID 


330937 l.RlOll 


5 '-most EST 


uer700582502.hl 


beq. NO. 




Contig ID 


330956 l.RlOll 


5 '-most EST 


uer700579270.hl 


Seq. No. 


o on n Qi 

zyuuy X 


Contig ID 


330979 l.RlOll 


5 '-most EST 


ceu700421788.hl 


Seq. No. 


9 QOO Q9 

/. yuu 


Contig ID 


331104 l.RlOll 


5 '-most EST 


ceu700424003.hl 


Seq. No. 


zyuu yo 


Contig ID 


331196 l.RlOll 


5 '-most EST 


uer700579735.hl 


kJ C ^ . i4 . 


290094 


Contig ID 


331389 l.RlOll 


5 '-most EST 


ceu700429565.hl 


Seq. No. 


290095 


Contig ID 


331393^1. RlOll 



40336 



5 '-most EST 



uer700580054.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

-Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 



290096 

331417_1.R1011 
uer700580109.hl 

290097 

331419_1.R1011 
uer70058a711.hl 

290098 

331678_1.R1011 

hbs701184271.hl 

BLASTN 

g2832242 

55 

3.0e-22 

209 

88 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 
290099 

331693_1.R1011 

uer700580642.hl 

BLASTX 

g4056506 

261 

5.0e-23 

82 

62 

(AC005896) nodulin-like protein [Arabidopsis thaliana] 
290100 

331715_1.R1011 
uer700580671.hl 

290101 

331718_1.R1011 

ceu700425489.hl 

BLASTN 

g4140643 

62 

3.0e-26 

110 

89 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 

290102 

331828_1.R1011 
uer700580904.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290103 

331871_1.R1011 
fdz701166431.hl 



Seq. No. 



290104 



40337 



Contig ID 
5 '-most EST 



331933_1.R1011 
uer700581120.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



290105 

332087_1.R1011 
hbs701183371.hl 

290106 

332132_1.R1011 

uer700581530.hl 

BLASTX 

g4127346 

245 

9.0e-21 

135 

43 

(AJ010448) glutathione transferase [Alopecurus myosuroides] 
290107 

332212_1.R1011 

ceu700425449.hl 

BLASTX 

gl346883 

485 

4.0e-49 

94 

99 

PHYTOENE SYNTHASE PRECURSOR >gi_2130144_pir S68307 

phytoene synthase - maize >gi_1098665 {U32636) phytoene 
synthase [Zea mays] 

290108 

332250_1.R1011 
ypc700802523.hl 

290109 

332319_1.R1011 
uer700581825.hl 

290110 

332521^1. RlOll 

gwl700616231.hl 

BLASTX 

g2827709 

147 

2.0e-22 

87 

74 

{AL021684) predicted protein [Arabidopsis thaliana] 
290111 

332563_1.R1011 
uer700582289.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290112 

332655_1.R1011 
gct701172314.hl 



40338 



Seq. No. 

Contig ID 
5 '-most EST 



290113 

332904_1.R1011 
uer700582853.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290114 

333184_1.R1011 
uer700583650.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290115 

333336_1.R1011 
uer700583943.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



290116 

333470_1.R1011 

ckd700461201.hl 

BLASTX 

g4579744 

282 

2.0e-25 

97 

54 

(AB017104) DNA helicase 
290117 

333473_1.R1011 
ckd700461106.hl 



Ql [Mus musculus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 
Contig ID 
5 '-most EST 



290118 

333490_1.R1011 

ckd700461128.hl 

BLASTX 

g461498 

226 

3.0e-19 

83 

59 

ALANINE AMINOTRANSFERASE 2 (GPT) (GLUTAMIC— PYRUVIC 
TRANSAMINASE 2) (GLUTAMIC —ALANINE TRANSAMINASE 2) 

(ALAAT-2) >gi_320619_pir S28429 alanine transaminase (EC 

2.6.1.2) - proso millet >gi_296204_emb__CAA4 9199_ (X69421) 
alanine aminotransferase [Panicum miliaceum] 

290119 

333506_1.R1011 
ckd700461149.hl 



Seq, No. 
Contig ID 
5 '-most EST 



290120 

333511_1.R1011 
ckd7G0461154.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290121 

333519_1.R1011 
fd2701164157.hl 



Seq. No. 

Contig ID 



290122 

333532 l.RlOll 



40339 



5 '-most EST 



ckd700461181.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290123 

333535_1.R1011 

ckd700461185.hl 

BLASTN 

g2393774 

190 

l.Oe-103 

230 

96 

Zea mays endosperm-specific prolamin box binding factor 
(PBF) mRNA, complete cds 



Seq. No. 

Contig ID 
5 '-most EST 



290124 

333537_1.R1011 
ckd700461189.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290125 

333642_1.R1011 

gwl700612377.hl 

BLASTX 

g4406821 

296 

5.0e-27 

85 

68 

(AC006201) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



290126 

333669^1. RlOll 
gwl700612436.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290127 

333959_1.R1011 
gwl700615366.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290128 

333975__1.R1011 
fdz701161145.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290129 

334039_1,R1011 
gwl700613041.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290130 

334261_1.R1011 
gwl700613439.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290131 

334845_1.R1011 
gwl700614956.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290132 

334912_1.R1011 
hbs701185756.hl 



40340 






^ ^ \J X o o 


Contig ID 


335332 l.RlOll 


5 '-most EST 


gwl700617690.hl 


Seq, No. 




Contig ID 


335440 l.RlOll 


5 '-most EST 


ceu700424669.hl 




290135 






c T -y.nn4- TOT' 




beq. JNO. 




uoxiL-ig xu 


Rf\nQ 1 T31 ni 1 


D lUOoT-. rjO ± 


rrwl 700*^1 Sfifi7 hi 




I3J_LriO 1 A, 


NCBI GI 


gl838961 


BliAST score 


184 


ill vciXU.c 




iXi3.x.cn xenyun 




n ^ T*^ ^ n ^ T T 

^ xaenuiuy 


D D 


1NL.I5X jjescnpcion 


fV] r\QQA\ ar'-^rl n^i-rr-i #=17" 'DTTi'hp'i n fC;^ c;nr5 Tina Cflaucal 


beq. NO. 


z y U 1 0 / 


Contig lu 


OOO/Ol X. Kl U 11 


o —mo sr. jtio i 


rrTA?! 7 nn^i ^^9^7 hi 

ywl /UUOIO^U / .llX 


Method 


BLAbiX 


NCBI GI 


gl946373 


BLAST score 


432 


E value 


o . ue— 4lO 


Matcn lengtn 


1Z3 


% identity 


oz 


NCBI Description 


vuyjZioj leauer pepLiQabc i ibuiuy L"i<^-'-'i'-*'^ir'^-'-'^ uiia-L 


beq. JMo. 


zy u loo 


Contig IJJ 


oooyu/ i.Kiuii 


0 most. liioi 


rrTA7l 7nn^1 f>4SQ hi 


rietnoQ. 




LNCrSl ol 


y z 0 jZ Du*t 


BLAST score 


298 


E value 


4.0e-27 


Match length 


lUD 


% identity 


4 ff 


jnldi jjescripuion 


/^ZiTn917in^ -noil o-n — Q-nior" i -fi n ■nynt'^^iTi — lilcp rATaVil fiODS 




thaliana] 


beq. No. 


zyuioy 


Contig ID 


oJoyo / i.KlUll 




CTW1700616651 hi 


Method 


BLASTX 


NCBI GI 


g4587572 


BLAST score 


271 


E value 


2.0e-24 


Match length 


56 



% identity 82 

NCBI Description (AC006550) Similar to gb_U70015 lysosomal trafficking 

regulator from Mus musculus and contains 2 PF_00400 WD40, 



40341 



G-beta repeats. ESTs gb_T43386 and gb_AA395236 come from 
this gene, [Arabidopsis thaliana] 



u ^ • • 


290140 




336114 1 RlOll 


.J iU^O L. J-jO 1 


awl700^16933 hi 




290141 




336140 1 RlOll 


O XllU o U ij o i 


rrwl 7 00 6^1 6<^77 h1 


i_) C * i.M • 


290142 


Contig ID 


336142 1. RlOll 


5 '-most EST 


fdz701165460.hl 










BLAST score 


285 


E value 


l.Oe-25 


via. xtJiiy Uli 








jNUol jjescnpT-ion 


\ riu X J O 0 O ^ J Orin / 


beg. NO. 


o an 1 A 


O t-i 4— ■! X TS 

uontzig lu 


JJOXft/ l.KlulX 


o ^mosL tiOi 


nos / Uiiouyr'j .ni 


O t: • vJ • 


290144 


Pont' 1 cf TD 


336161 1. RlOll 


5 '-most EST 


ceu700430939.hl 


Method 


BLASTX 


NCBI GI 


g2494075 


BLAST score 


330 


E value 


7.0e-31 


Match length 


68 


% identity 


96 


NCBI Description 


NADP-DEPENDENT 



(NON-PHOSPHORYLATING GLYCERALDEHYDE 3-PHOSPHATE 
DEHYDROGENASE) { GLYCERALDEHYDE- 3-PHOSPHATE DEHYDROGENASE 
(NADP+) ) (TRIOSEPHOSPHATE DEHYDROGENASE) 

>gi_1084478_pir S43833 glyceraldehyde-3-phosphate 

dehydrogenase (NADP+) (EC 1.2.1.9) - maize 
>gi_474408_emb_CAA53075_ (X75326) 

glyceraldehyde-3-phosphate dehydrogenase (GAPN) [Zea mays] 



Sag. No. 

Contig ID 
5 '-most EST 



290145 

336166_1. RlOll 
gwl700617026.hl 



Seg. No. 
Contig ID 
5 '-most EST 



290146 

336271__1. RlOll 
gwi700617267.hl 



Seg, No. 
Contig ID 
5 '-most EST 



290147 

336773_1. RlOll 
gwl700618507.hl 



Seg, No. 



290148 



40342 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



336927_1.R1011 

hvj700618807,hl 

BLASTN 

g3249127 

154 

2.0e-81 

225 

47 

Homo sapiens chromosome 17^ 
sequence [Homo sapiens] 



clone hRPC.117 B 12, complete 



Seq. No. 
Contig ID 
5 '-most EST 



290149 

336977_1.R1011 
hbs701185106.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290150 

337090_1.R1011 
hvj700619069.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290151 

337562_1.R1011 
hvj700623502.hl 



Seq. No. 

Contig ID 
5 '-most EST 



290152 

337634_1.R1011 
hvj700620724.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290153 

337795_1.R1011 

hvj700620224.hl 

BLASTX 

g4587556 

303 

l.Oe-27 

97 

63 

(AC006577) Similar to gi_1653162 {p)ppGpp 
3-pyrophosphohydrolase from Synechocystis sp genome 
gb_D90911. EST gb_W43807 comes from this gene. 

[Arabidopsis thaliana] 



Seq. No, 
Contig ID 
5 '-most EST 



290154 

337809_1.R1011 
hvj700620250.hl 



Seq. No. 

Contig ID 
5 '-most EST 



290155 

337863_1.R1011 
hvj700620611.hl 



Seq. No. 

Contig ID 
5 '-most EST 



290156 

337868_1.R1011 
hvj700620351.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290157 

337883_1.R1011 
hvj700620616.hl 



40343 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI Gl 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 




290158 

337967_1,R1011 
hvj700620525.hl 

290159 

337977_1.R1011 

hvj700620849.hl 

BLASTX 

g4378663 

221 

6.0e-31 

94 

63 

( AFl 07765) cytochrome 
290160 

338054_1.R1011 
hvj700620719,hl 

290161 

338080_1.R1011 
hvj700620758.hl 

290162 

338148__1.R1011 
hvj700620862.hl 

290163 

338224_1.R1011 

ltv700479631.hl 

BLASTX 

g3935168 

278 

l.Oe-24 

98 

57 

(AC004557) F17L21.11 
290164 

338304_1.R1011 
hvj700621157.hl 

290165 

338378_1.R1011 
ceu700430758.hl 

290166 

338585_1.R1011 
hvj700623903.hl 

290167 

338664_1.R1011 
hvj700621816.hl 

290168 

338675_1.R1011 
jfc700968632.hl 




P450 [Prunus dulcis] 



[Arabidopsis thaliana] 



40344 



Seq. No. 

Contig ID . 
5 '-most EST 

Seq, No. 
Contig ID 
5'^ -most EST 



290169 

338721_1.R1011 
hvj700621931.hl 

290170 

338788_1.R1011 
ceu700425012.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



290171 

339148_1.R1011 

hvj700622636.hl 

BLASTX 

g4314355 

261 

8.0e-23 

94 

51 

(AC006340) unknown protein [Arabidopsis thaliana] 
290172 

339375_1.R1011 
gct701168526.hl 

290173 

339426_1,R1011 
gct701179310,hl 

290174 

339482_1.R1011 
hvj700623307,hl 

290175 

339491_1.R1011 
hvj700623690,hl 

290176 

339506_1.R1011 
hvj700623346.hl 

290177 

339733^1, RlOll 
hvj700623761.hl 

290178 

339799_1.R1011 
hvj700623884.hl 

290179 

339810_1.R1011 
hvj700623908,hl 

290180 

339821_1.R1011 
ceu700433362.hl 



Seq. No. 



290181 



40345 



Contig ID 
5* -most EST 



339926_1.R1011 
hvj700624092.hl 



O ^ • iN^J • 


290182 

^ Z> \J J~ D 








hTT-1 7 00^24 27^ h1 


CI o "Mrs 


^ ^ U X U -.J 




OriU±±0 X.r\.±UXX 


o — inosu iiiOi 


nvj / uuDz^^oy.nj- 




2Qni ft 4 


Contig ID 


340135 l.RlOll 


5 '-most EST 


hvj700624471.hl 


LyLetnoQ 




NCBI GI 


g3036807 


BLAST score 


231 


E value 


3.0e-19 


Match length 


85 


% identity 


55 


NCBI Description 


(AL022373) putat 


Seq, No. 


290185 


Contig ID 


340174_1.R1011 



'5 '-most EST 



hvj700624542.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290186 

340386_1.R1011 
hbs701185659.hl 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



290187 

340462_1.R1011 
ypc700806285.hl 

290188 

340468_1.R1011 
ypc700798795.hl 

290189 

340536_1.R1011 
ypc700799015.hl 

290190 

340598_1.R1011 
ypc700806246.hl 

290191 

340601_1.R1011 
ypc700804274.hl 

290192 

340610_1.R1011 
ypc700804245,hl 

290193 

340699_1.R1011 
ypc700805313.hl 



40346 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Metho^ " 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290194 

340768_1.R1011 
ypc700799862.hl 

290195 

340770_1,R1011 

ypc700799866.hl 

BLASTN 

gl68663 

129 

2.0e-66 

203 
97 

Maize sulfur-rich zein protein of Mr 15,000, complete cds 
290196 

340792_1.R1011 

ypc700800292.hl 

BLASTX 

gl27243 

285 

8.0e-26 

87 

60 

AUTONOMOUS TRANSPOSABLE ELEMENT EN-1 MOSAIC PROTEIN 
(SUPPRESSOR-MUTATOR SYSTEM PROTEIN) (SPM) 

>gi_320621_pir S28365 gene 1 protein - maize transposon 

En-1 >gi_168640 (M25427) mosaic protein [Zea mays] 
>gi_225007_prf 1206239C gene 1 [Zea mays] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290197 

340868_1.R1011 

ypc700800344.hl 

BLASTN 

gl68654 

266 

l.Oe-148 

274 

99 

Zea mays ADP glucose pyrophosphorylase 
complete cds 



( shrunken-2 ) gene , 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290198 

340956_1.R1011 

ypc700802270.hl 

BLASTX 

g2281780 

253 

4,0e-22 

77 

64 

{AB003041) O-acetylserine (thiol) lyase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 



290199 

340959 l.RlOll 



40347 



5 '-most EST 



ypc700800649.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290200 

341122_1.R1011 

ypc700801452.hl 

BLASTX 

g4063760 

187 

2,0e-14 

77 

45 

(AC005561) putative P0L3 protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



290201 

341188_1,R1011 
ypc700803736.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290202 

341250_1.R1011 
ypc700806560.hl 



Seq. No, 
Contig ID 
5 '-most EST 



290203 

341385_1.R1011 
ypc700802172.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290204 

341409_1.R1011 
ypc700802255.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290205 

341495_1.R1011 

ypc700806556.hl 

BLASTX 

g2245099 

317 

2,0e-29 

76 

75 

(Z97343) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



290206 

341552_1.R1011 
ypc700802890.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290207 

341656_1.R1011 
ypc700803275.hl 



Seq. No. 

Contig ID 
5 '-most EST 



290208 

341700_1.R1011 
ypc700803436.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290209 

341867_1.R1011 
ypc700803964.hl 



Seq. No. 



290210 



40348 



Contig ID 


342055 l.RlOll 


5 '-most EST 


ypc700804635.hl 


O C ^ • V*\J 9 


290211 


Contig ID 


342460 l.RlOll 


5 '-most EST 


ypc700805954.hl 


O C • IN • 


Zf \J £^ 


Contig ID 


342533 l.RlOll 


5 '-most EST 


ypc700806227.hl 


O ^ ♦ LNVj • 


<S. -? VJ ^ X J 






0 — mOSi;. CjO I 


ypc / uuouDOoo .n± 








'^/i9fiQfi 1 R1 ni 1 


'S'-most K5^T 


ceu7004"21532 hi 






NCBI GI 


g4580391 


BLAST score 


229 








J o 


% identity 


71 


NCBI Description 


{AC007171) unknoi 


OeCJ • iNO • 




Contig ID 


342967 l.RlOll 


5 '-most EST 


ceu700421656.hl 


o c • IN \ J • 


^ V ^ X vJ 


conuxg lu 


'^/i "^n R1 1 PI ni 1 


Ci ' — Tn/-^o^- T C T" 

0 ~mosTi Jiroi 


ceu / uu^zx / .nx 


beg. wo. 


z y X / 


uonng lu 


"^A '^cic^'k 1 Ri ni 1 
040UDj x.kxuxx 


O UlOSt rjO 1 


ni=n7nnX9^RQ9 hi 




oXLn.0 J.^ 


NCBI GI 


g3738299 


BLAST score 


183 


E value 


7.0e-14 


Match length 


61 


% identity 


56 


NCBI Description 


(AC005309) putat 



>gi_4249395 (AC006072) putative glutaredoxin [Arabidops 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



290218 

343091_1.R1011 
ceu700421869.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



290219 

343099_1.R1011 

ceu7Q0421882.hl 

BLASTX 

g4559380 

262 



40349 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



l.Oe-40 

133 
58 

{AC006526) putative auxin-responsive GH3 prot 
[Arabidopsis thaliana] 



290220 

343154^1. RlOll 
ceu700421987.hl 

290221 

343155_1.R1011 

ceu700421989.hl 

BLASTX 

g3724366 

193 

3.0e-15 

53 
64 

(ABO 18 37 9) unknown ORF 
290222 

343169_1.R1011 
ceu700422024.hl 



[Thermus thermophilus] 



290223 

343177_1.R1011 
gct701180013.hl 

290224 

343180__1.R1011 
ceu700422043.hl 

290225 

343186_1.R1011 
ceu700422054.hl 

290226 

343203_1.R1011 
ceu700422081.hl 

290227 

343211_1.R1011 
fxb700397586.hl 

290228 

343220^1. RlOll 
ceu700424128.hl 

290229 

343231_1.R1011 
ceu700427532.hl 

290230 

343239_1.R1011 
ceu700424367.hl 



40350 




Seq. No. 290231 

Contig ID 343260_1.R1011 

5 '-most EST ceu700422164 , hi 

Seq. No. 290232 

Contig ID 343282_1.R1011 

5'-most EST ceu700422196 .hi 

Seq. No. 290233 

Contig ID 343321_1 .RICH 

5 '-most EST ceu700433023 .hi 

Seq. No. 290234 

Contig ID 343358__1 .RlOll 

5 '-most EST ceu700422418 .hi 

Seq. No, 290235 

Contig ID 343364_1 . RlOll 

5 '-most EST ceu700431151 .hi 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290236 

343407_1. RlOll 

ceu700426111.hl 

BLASTX 

g2144902 

461 

2.0e-46 

91 

98 

semenogelin I precursor - human >gi_487420 (M81650) 
[Homo sapiens] >gi_1147569_emb_CAA87 636_ (Z47556) 
semenogelin I [Homo sapiens] 



SEMGI 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290237 

343410_1. RlOll 

ceu700422487.hl 

BLASTX 

g4468812 

163 

l,0e-16 

67 

61 

{AL035601) putative protein [Arabidopsis thalxana] 



Seq. No. 290238 

Contig ID 343475_1 . RlOll 

5'-most EST ceu700422596 . hi 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



290239 

343492_1, RlOll 

gct701177179.hl 

BLASTN 

gl044939 

181 

2.0e-97 

244 

94 



40351 



NCBI Description Z.mays mRNA for ubiquitin/ribosomal protein 321 a fusion 
protein 



O VTrt 

bec^. wo. 




Contig ID 


04jOZO X.KXUXJ. 


0 -raosi: hbi 


/-•^n 7 n R n ^1 Q hi 


Seq. No. 




Contig ID 


343544 l.RlOll 


5 '-most EST 


ceu700422707.hl 


Metnoa 


"DT TiQ'PV 
iDliB-O 1 A 




gZ y O fit Z / O 


BLAST score 


1 Q Q 


E value 


1 , ue— i 4 


Maucn lengTin 


/ z 


% identity 


R 7 


NCBI Description 


^iilljUUU / / U; iJlN-ri. lie J. J. U dot: 


o e q . IN o . 


9Qn949 


Contig ID 


343547 l.RlOll 


5 '-most EST 


ceu700422711.hl 


Method 


Oijiib i IN 


NCBI GI 


g^ JbU4 U4 


BLAST score 


loz 


E value 


4 . Oe-86 


Match length 


o c o 
Zoo 


% identity 


94 


NCBI Description 


Homo sapiens clone 23765 


Seq. No. 


z yuz4o 


Contig ID 


343621 l.RlOll 


5 '-most EST 


ceu700428372.hl 


Method 


bliAb i A 




/-t9Q97 R "5^; 

gzoz / 0 


BLAST score 


405 


E value 


l.Oe-39 


Matcn lengtn 


lUo 


% identity 




NCBI Description 


(AL021633) hypothetical 


Jbeq. JNO . 


Z ^UZri 4 


uonrig iu 


"^/i '^tf^9ii 1 T?i ni 1 


o'-most EoT 


ceu /UU4Z040J .ni 


Seq. No. 


9 QO 9 /I R 


Contig ID 


J4ob04 l.KlUil 


5 '-most EST 


rtrtn 7 n n ^ o R yi o 1 hi 

ceu /uu4Zo4Zi.ni 


beq. NO. 


Z _7U ^ 4 O 


Contig ID 


343704 l.RlOll 


5 '-most EST 


ceu700425132.hl 


Method 


BLASTX 


NCBI GI 


g3540195 


BLAST score 


401 


E value 


4.0e-39 


Match length 


97 


% identity 


35 



40352 



NCBI Description (AC004260) Unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



290247 

343730_1.R1011 
ceu700422987.hl 



Seq. No. 

Contig ID 
5 '-most EST 



290248 

343763_1.R1011 
ceu700423037.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290249 

343770_1.R1011 
ceu700424180.hl 



Seq, No. 
Contig ID 
5 '-most EST 



290250 

343835_1.R1011 
ceu700428340.hl 



Seq. No. 

Contig ID 
5 '-most EST 



290251 

343851_1.R1011 
ceu700423183.hl 



Seq. No. 

Contig ID 
5 '-most EST 



290252 

343984_1.R1011 
ceu700423490.hl 



Seq, No. 
Contig ID 
5 '-most EST 



290253 

344002_1.R1011 
ceu700433484.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



290254 

344114_1,R1011 
ceu700426702.hl 

290255 

344215_1.R1011 

ceu700423895.hl 

BLASTX 

g2062168 

152 

3.0e-10 

39 

72 

{AC001645) hypothetical protein [Arabidopsis thaliana] 
290256 

344325_1,R1011 
ceu700433628.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290257 

344371__1.R1011 
ceu700431757.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290258 

344709_1,R1011 
ceu700425283.hl 



40353 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290259 

344918_1.R1011 

ceu700425433.hl 

BLASTX 

g3522946 

241 

l.Oe-20 

76 

62 

(AC004411) putative cytochrome P450 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



290260 

344938_1.R1011 
ceu700425434.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290261 

344942_1.R1011 
ceu700425440.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290262 

344949_1.R1011 

ceu700425451.hl 

BLASTX 

g2131161 

170 

2.0e-12 

78 

49 

4-nitrophenylphosphatase (EC 3.1.3.41) - yeast 

( Saccharomy ces cer evis iae ) >gi_l 43140 0_emb_CAA9 8 8 1 6__ 

{Z74284) ORE YDL236w [Saccharomyces cerevisiae] 



Seq. No. 


290263 


Contig ID 


344970 l.RlOll 


5 '-most EST 


ceu700425486.hl 


Method 


BLASTX 


NCBI GI 


g3386600 


BLAST score 


272 


E value 


5.0e-24 


Match length 


103 


% identity 


59 


NCBI Description 


{AC004665) putative glycoprotein 


Seq. No. 


290264 


Contig ID 


344985 l.RlOll 


5 '-most EST 


ceu700431339.hl 


Method 


BLASTX 


NCBI GI 


g533775 


BLAST score 


186 


E value 


3.0e-14 


Match length 


50 


% identity 


76 


NCBI Description 


{U09989) H(+) -transporting ATPas 


Seq. No. 


290265 


Contig ID 


345033 l.RlOll 


5 '-most EST 


ceu700426129.hl 



[Zea mays] 



40354 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g2982453 

213 

2.0e-17 

68 

60 

{AL022223) f ructose-bisphosphate aldolase-like protein 
[Arabidopsis thaliana] 

290266 

345062_1.R1011 

ceu700434186.hl 

BLASTX 

g3894197 

415 

6.0e-41 

106 

67 

{AC005662) hypothetical protein [Arabidopsis thaliana] 
290267 

345063_1.R1011 
ceu700426126.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



290268 

345147_1.R1011 
ceu700426185.hl 

290269 

345237_1.R1011 

ceu700432746.hl 

BLASTX 

g2347195 

246 

3.0e-21 

84 

56 

(AC002338) hypothetical protein [Arabidopsis thaliana] 
290270 

345251_1.R1011 
ceu700430919.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290271 

345252_1.R1011 
gct701177724.hl 

290272 

345259_1.R1011 

ceu700430901.hl 

BLASTX 

g3033398 

293 

2.0e-27 

90 

73 

{AC004238 ) putative phosphoribosylaminoimidazolecarboxamide 



40355 



Seq, No. 
Contig ID 
5 '-most EST 



formyltransf erase [Arabidopsis thaliana] 
290273 

345264__1.R1011 
ceu700426411.hl 



Seq, No. 
Contig ID 
5 '-most EST 



290274 

345317_1.R1011 
ceu700426587.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290275 

345346_1,R1011 
ceu700426653.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290276 

345352__1.R1011 
ceu700426672.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290277 

345381__1.R1011 
ceu700430384.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No- 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290278 

345417_1.R1011 
ceu700429592.hl 

290279 

345422_1.R1011 

ceu700426813.hl 

BLASTX 

gl465735 

190 

6.0e-15 

46 

78 

{U44133) violaxanthin de-epoxidase precursor [Arabidopsis 
thaliana] >gi_3063441 (AC003981) F22013.3 [Arabidopsis 
thaliana] 

290280 

345436_1.R1011 
gct701173723.hl 

290281 

345476_1.R1011 

fdz701161737.hl 

BLASTN 

g2463510 

185 

l.Oe-100 

252 

44 

Z.mays small nuclear RNA genes snoRl.l, snoR2.2, snoR3.2, 
U14.1a, U14.1b, U14.1C and U14.1d 



Seq. No. 

Contig ID 



290282 

345498 l.RlOll 



40356 



5 '-most EST 



ceu700427023.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290283 

345542_1.R1011 
ceu700430335.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290284 

345561_1.R1011 
ceu700427170.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290285 

345601_1.R1011 
ceu700431128.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290286 

345618_1.R1011 
ceu700427274.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290287 

345640_1.R1011 
ceu700427322.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



290288 

345644_1.R1011 

ceu700427326.hl 

BLASTX 

g2493493 

169 

3.0e-12 

39 

74 

SERINE CARBOXYPEPTIDASE II-l 
>gi_619352_bbs_153538 CP-MII, 
[Hordeum vulgare=barley, cv. 
aa] 



PRECURSOR ( CP-MI I. 1) 
l=serine carboxypeptidase 
Alexis, aleurone. Peptide, 



324 



290289 

345675_1.R1011 

ceu700433733.hl 

BLASTX 

g3023742 

200 

8.0e-16 

48 
71 

FERREDOXIN 2 PRECURSOR >gi_1931646 (U95973) 
precusor isolog [Arabidopsis thaliana] 

290290 

345763_1.R1011 
ceu700429210.hl 



f erredoxin 



Seq. No. 
Contig ID 
5 '-most EST 



290291 

345794_1.R1011 
ceu700427692.hl 



Seq. No. 



290292 



40357 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



345795_1.R1011 

ceu700427694.hl 

BLASTX 

gl922938 

303 

6.0e-28 

89 

64 

(AC000106) Simlar to Caenorhabditis hypothetical protein 
C07A9.11 (gb__Z29094) . [Arabidopsis thaliana] 



Seq. No* 
Contig ID 
5 '-most EST 



290293 

345796_1.R1011 
ceu700429305.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290294 

345829_1.R1011 

ceu700427783.hl 

BLASTX 

g3785977 

427 

2,0e-42 

93 

78 

{AC005560) putative growth regulator protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



290295 

345883_1.R1011 
ceu700427920.hl 



Seq. No, 

Contig ID 
5 '-most EST 



290296 

345887_1.R1011 
fdz701160868.hl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290297 

345890_1.R1011 

ceu700427928.hl 

BLASTX 

g4455272 

190 

2.0e-14 

73 

62 

(AL035527) subtilisin-like protease [Arabidopsis thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 



290298 

345920_1.R1011 
ceu700430108,hl 



Seq. No. 

Contig ID 
5 '-most EST 



290299 

345932_1.R1011 
ceu700428016.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290300 

345941_1.R1011 
ceu700428031.hl 



40358 



Seq. No, 

Contig ID 
5 '-most EST 



290301 

345949_1.R1011 
ceu700428046.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290302 

345960_1.R1011 
ceu700428067.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290303 

346105_1.R1011 
ceu700428334.hl 



Seq. No. 

Contig ID 
5 '-most EST 



290304 

346121_1.R1011 
ceu700428364.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290305 

346170_1.R1011 
ceu700431684.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



290306 

346209_1.R1011 

ceu700428606.hl 

BLASTX 

g2244996 

227 

5.0e-19 

89 

51 

(Z97341) similarity to a membrane-associated salt-inducible 
protein [Arabidopsis thaliana] 

290307 

346261_1.R1011 

ceu700428701.hl 

BLASTN 

g4156151 

239 

l.Oe-132 

275 

97 

Homo sapiens clone GS051M12, complete sequence [Homo 
sapiens] 

290308 

346269_1.R1011 
ceu700428718.hl 



Seq- No. 
Contig ID 
5 '-most EST 



290309 

346291_1.R1011 
ceu700428909.hl 



Seq, No, 
Contig ID 
5 '-most EST 



290310 

346298_1.R1011 
sem700930275.hl 



40359 



Seq. No. 
Contig ID 
5 '-most EST 



290311 

346361_1.R1011 
ceu700428915.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290312 

346652_1.R1011 
ceu700429528.hl 



Seq . No . 

Contig ID 
5 '-most EST 



290313 

346653_1.R1011 
ceu700434101.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290314 

346705_1.R1011 
ceu700429822.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290315 

346787_1.R1011 
ceu700429760.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



290316 

346799_1.R1011 
ceu700434386.hl 

290317 

346876_1.R1011 

ceu700430119.hl 

BLASTX 

g2262136 

150 

2.0e-12 

49 
84 

(AC002330) predicted protein of unknown function 
[Arabidopsis thaliana] >gi_4263520_gb_AAD1534 6_ {AC004044) 
predicted protein of unknown function [Arabidopsis 
thaliana] 

290318 

346877_1.R1011 
ceu700430431.hl 



Seq. No. 

Contig ID 
5 '-most EST 



290319 

347045_1.R1011 
ceu700430449.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290320 

347103_1.R1011 
ceu700430421.hl 



Seq. No. 

Contig ID 
5 '-most EST 



290321 

347145__1.R1011 
ceu700430383.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290322 

347284^1. RlOll 
ceu700430711.hl 



40360 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E v^lue 

Match length 

% identity 

NCBI Description 



290323 

347314_1.R1011 

ceu700430771.hl 

BLASTX 

g3641836 

193 

5.0e-15 

94 

48 

{AL023094) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



290324 

347633_1.R1011 
ceu700431393.hl 



Seq, No. 
Contig ID 
5 '-most EST 



290325 

347695_1.R1011 
ceu700431525.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290326 

347757_1.R1011 
ceu700431702.hl 



Seq. No, 
Contig ID 
5 '-most EST 



290327 

347824_1.R1011 
ceu700431696.hl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290328 

347825_1.R1011 

ceu700431701.hl 

BLASTN 

g2618746 

57 

2.0e-23 

93 

90 

Fugu rubripes zinc finger protein, isotocin, fatty acid 
binding protein, sepiapterin reductase and vasotocin genes, 
complete cds 



Seq. No. 
Contig ID 
5 '-most EST 



290329 

347902_1.R1011 
ceu700431838,hl 



Seq. No. 
Contig ID 
5 '-most EST 



290330 

347997_1.R1011 
gct701180004,hl 



Seq, No. 
Contig ID 
5 '-most EST 



290331 

348107_1.R1011 
gct701176540.hl 



Seq. No. 

Contig ID 
5 '-most EST 



290332 

348150_1.R1011 
ceu700432991.hl 



40361 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 




290333 

348171_1.R1011 

ceu700432462.hl 

BLASTX 

g3386607 

222 

l.Oe-18 

57 
72 

( AC004 665 ) hypothetical 
290334 

348201_1.R1011 
ceu700432491.hl 

290335 

348444_1.R1011 
gct701172910.h2 

290336 

348476_1.R1011 
ceu700433234.hl 

290337 

348484_1.R1011 
ceu700433150.hl 

290338 

348498_1.R1011 
gct701177579.hl 

290339 

348519_1.R1011 
ceu700433211.hl 

290340 

348533_1.R1011 
ceu700433249.hl 

290341 

348549_1.R1011 
gct701180632.hl 

290342 

348622_1.R1011 
gct701175031.hl 

290343 

348639_1.R1011 
gct701180051.hl 

290344 

348640_1.R1011 
ceu700433516.hl 

290345 




ein [Arabidopsis thaliana] 



40362 



Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 



348691_1.R1011 
ceu700433608.hl 

290346 

348717_1.R1011 
ceu700433681.hl 



Seq. No. 

Contig ID . 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



290347 

349156_1.R1011 
ceu700434547.hl 

290348 

349207_1.R1011 
gct701175911.hl 

290349 

349247_1.R1011 
gct701176427.hl 

290350 

349335_1.R1011 

fdz701161192.hl 

BLASTX 

g2431771 

212 

3.0e-17 

64 

66 

(U62753) acidic ribosomal protein P2b [Zea mays] 



290351 

349338_1.R1011 

fdz701161118.hl 

BLASTX 

gl710546 

358 

3.0e-34 

83 

84 

60S RIBOSOMAL PROTEIN L36 >gi_1276967 
ribosomal protein [Daucus carota] 



(U47095) putative 



290352 

349342_1.R1011 
fdz701161174.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



290353 

349344_1.R1011 
fdz701158329.hl 

290354 

349354_1.R1011 
fdz701158347,hl 



Seq. No. 
Contig ID 
5 '-most EST 



290355 

349401_1.R1011 
fdz701159093.hl 



40363 



Seq. No» 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290356 

349437_1.R1011 
hbs701181470.hl 

290357 

349442_1.R1011 

fdz701158505.hl 

BLASTX 

g3608481 

246 

5.0e-33 

83 

86 

(AF088913) ribosomal protein L27a [Petunia x hybrida] 
290358 

349445_1.R1011 

fdz701158510.hl 

BLASTX 

g2618699 

153 

2.0e-10 

66 

42 

(AC002510) unknown protein [Arabidopsis thaliana] 
290359 

349453_1.R1011 

fdz701158527.hl 

BLASTX 

g3176668 

384 

2.0e-37 

82 

89 

(AC004393) Similar to ribosomal protein L17 gb_X62724 from 
Hordeiom vulgare. ESTs gb_Z34728, gb_F19974, gb_T75677 and 
gb_Z33937 come from this gene. [Arabidopsis thaliana] 

290360 

349518_1.R1011 
fdz701161442.hl 

290361 

349540_1.R1011 

fdz701158676.hl 

BLASTX 

g3287696 

309 

9.0e-29 

79 

75 

{AC003979) Strong similarity to phosphoribosylanthranilate 
transferase gb_D86180 from Pisum sativum. This ORF may be 
part of a larger gene that lies in the overlapping region. 
[Arabidopsis thaliana] 



40364 



Seq. No. 
Contig ID 
5 '-most EST 



290362 

349545_1.R1011 
fd2701164821,hl 



Seq. No. 
Contig ID 
5 '-most EST 



290363 

349582_1*R1011 
fdz701163156.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290364 

349633_1.R1011 
fdz7G1159061.hl 



Seq, No. 
Contig ID 
5 '-most EST 



290365 

349648_1.R1011 
fdz701158888.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290366 

349707_1.R1011 
fdz701167004.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290367 

349728_1.R1011 
fdz701159049.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



290368 

349739_1.R1011 

fdz701161873.hl 

BLASTN 

g2078526 

193 

l.Oe-104 

265 

93 

Human chromosome X clone Qcl5Bl, 
sapiens] 



complete sequence [Homo 



290369 

349777_1.R1011 

fdz701159547.hl 

BLASTX 

g3402751 

158 

7.0e-ll 

97 

38 

{AL031187) putative protein [Arabidopsis thaliana] 
290370 

349959_1,R1011 

fdz701160303.hl 

BLASTN 

g3478633 

169 

3.0e-90 

277 

90 



40365 



NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 



Homo sapiens 12pl3.3 PAC RPCI5-977L1 (Roswell Park Cancer 
Institute Human PAC library) complete sequence [Homo 
sapiens] 

290371 

349973_1.R1011 
fd2701160320.hl 

290372 

350064_1.R1011 

fdz701160479,hl 

BLASTX 

g2465923 

205 

2.0e-16 

87 

48 

(AF024 64 8) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

290373 

350078_1.R1011 
fd2701160484.hl 

290374 

350085_1,R1011 

fd2701160493.hl 

BLASTN 

g4507204 

143 

8.0e-75 

243 

90 

Homo sapiens serum response factor (c-fos serum response 
element -binding transcription factor) (SRF) mRNA 
>gi_33847 9_gb_J03161_HUMSRF Human serum response factor 
(SRF) mRNA, complete cds 

290375 

350105_1.R1011 
fdz701160523.hl 

290376 

350107_1.R1011 
hbs701184139.hl 



Seq. No. 
Contig ID^ 
5 '-most EST 



290377 

350137_1.R1011 
fdz701160576.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290378 

350227_1.R1011 
fdz701165927,hl 



Seq. No. 
Contig ID 
5 '-most EST 



290379 

350248_1.R1011 
fdz701163160.hl 



40366 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290380 

350262_1.R1011 

fdz701160803.hl 

BLASTX 

g3114615 

277 

6.0e-25 

63 

86 

(AF052483) 40S ribosomal protein S12 [Erysiphe graminis f • 
sp. hordei] 



Seq. No. 
Contig ID 
5 '-most EST 



290381 

350317_1.R1011 
fdz701164509.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290382 

350327_1,R1011 
hbs701185551.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290383 

350367_1,R1011 
fdz701161193.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290384 

350392_1.R1011 
fdz701161015.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290385 

350420_1.R1011 
fdz701164143.hl 



Seq. No. 

Contig ID 
5 '-most EST 



290386 

350479_1.R1011 
hbs701185516.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290387 

350531_1.R1011 
fdz701161220.hl 



Seq. No. 

Contig ID 
5 '-most EST 



290388 

350582_1.R1011 
fdz701161304.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290389 

350625__1.R1011 
fdz701163760.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290390 

350643_1.R1011 
fdz701161390.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290391 

350710_1.R1011 
fdz701161519.hl 



40367 



Seq. No. 
Contig ID 
5 '-most EST 



290392 

350758_1.R1011 
fdz701165604.hl 



Seq* No. 
Contig ID 
5 '-most EST 



290393 

350823_1.R1011 
fdz701161721.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290394 

350886_1.R1011 
fdz701161825.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290395 

350916_1.R1011 
fdz701167061.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290396 

351021_1.R1011 
fdz701162852.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290397 

351027_1.R1011 
fdz701165259.hl 



Seq. No, 
Contig ID 
5 '-most EST 



290398 

351042_1.R1011 
fdz701162878.hl 



Seq, No. 
Contig ID 
5 '-most EST 



290399 

351071_1.R1011 
hbs701180874.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



290400 

351079_1.R1011 

fdz701165310.hl 

BLASTX 

g3142291 

257 

2.0e-22 

87 

57 

(AC002411) Contains similarity to adenylate cyclase 
gb_AF012921 from Magnaporthe grisae. EST gb_Z24512 comes 
from this gene. [Arabidopsis thaliana] 

290401 

351123_1.R1011 
fdz701165883.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290402 

351187_1.R1011 
fdz701163130.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290403 

351264_1.R1011 
jfc700968530.hl 



40368 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 




290404 

351298_1.R1011 
fdz701166546,hl 

290405 

351336_1.R1011 
fdz701164390.hl 

290406 

351357_1.R1011 
fdz701163428.hl 

290407 

351573_1.R1011 
fdz701163791.hl 

290408 

351582_1.R1011 
fdz701163789,hl 

290409 

351794_1.R1011 
fdz701165863.hl 

290410 

351830_1.R1011 
hbs701186042.hl 

290411 

351849_1.R1011 
fdz701164290.hl 

290412 

351866_1.R1011 
fdz701164323.hl 

290413 

352010_1.R1011 
fdz701164631.hl 

290414 

352057_1.R1011 
hbs701181829.hl 

290415 

352148_1.R1011 
fdz701164985.hl 

290416 

352157_1.R1011 
fdz701164968.hl 

290417 

352190__1.R1011 
gct701175484.hl 
BLASTX 
g4376815 

40369 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173 

2.0e-12 

110 

37 

{AE001637) GutQ/KpsF Family Sugar-P Isomerase [Chlamydia 
pneumoniae] 



Seq. No. 
Contig ID 
5 '-most EST 



290418 

352425_1.R1011 
gct701173957.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290419 

352534_1.R1011 
fdz701165643.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290420 

352743_1.R1011 
fdz701165967.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290421 

352796_1.R1011 

fdz701166071.hl 

BLASTN 

g507844 

36 

5.0e-ll 

72 

88 

Zea mays A188 retrotransposon gag gene, complete cds 



Seq. No. 
Contig ID 
5 '-most EST 



290422 

352823_1.R1011 
fdz701166116.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290423 

352878_1.R1011 
hbs7011852l'3.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290424 

352924_1.R1011 
gct701172925.h2 



Seq. No. 
Contig ID 
5 '-most EST 



290425 

353180_1.R1011 
fdz701167066.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290426 

353198_1.R1011 
hbs701181433.hl 



Seq. No, 
Contig ID 
5 '-most EST 



290427 

353219_1,R1011 
fdz701167034.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290428 

353255_1.R1011 
fdz701167083.hl 



40370 



Seq. No. 
Contig ID 
5 '-most est"*' 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 




290429 

353256_1.R1011 
fdz701167081.hl 

290430 

353326_1.R1011 
hbs701182643.hl 

290431 

353374_1.R1011 
hbs701182916.hl 

290432 

353427_1.R1011 
gct701167426.hl 

290433 

353461_1.R1011 
gct701167188.hl 

290434 

353468_1.R1011 

gct701167407.hl 

BLASTX 

g3540 

252 

5.0e-22 

85 

54 

{X61275) cifl [Saccharomyces cerevisiae] 
290435 

353483_1.R1011 
hbs701181735.hl 

290436 

353495_1.R1011 
gct701167365.hl 

290437 

353590_1.R1011 
gct701167531.hl 

290438 

353670_1,R1011 
hbs701181460.hl 

290439 

353673_1.R1011 
gct701180521.hl 

290440 

353679_1.R1011 
gct701167916.hl 

290441 



40371 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



353803_1,R1011 

gct701168218.hl 

BLASTX 

gl805654 

270 

7.0e-24 

118 

53 

(X99972) calmodulin-stimulated calcium-ATPase 
oleracea] 



[Brassica 



Seq. No. 

Contig ID 
5 '-most EST 



290442 

353848_1.R1011 
gct701178560.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290443 

353865_1.R1011 

gct701178890.hl 

BLASTX 

g4455276 

272 

4.0e-24 

101 

53 

{AL035527) peptide transporter-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



290444 

354007_1.R1011 
gct701168947.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290445 

354012_1.R1011 
gct701168945,hl 



Seq. No. 

Contig ID 
5 '-most EST 



290446 

354060_1.R1011 
gct701169112.hl 



Seq. No. 

Contig ID 
5 '-most EST 



290447 

354076_1.R1011 
gct701169134.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290448 

354129_1.R1011 
gct701169290.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290449 

354187_1.R1011 
gct701176975.hl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



290450 

354236_1.R1011 

gct701175303.hl 

BLASTX 

gll73198 

296 



40372 



E value 
Match length 
% identity 
NCBI Description 



4.0e-27 

79 

72 

40S RIBOSOMAL PROTEIN S13 >gi_480095_pir S36423 ribosomal 

protein SlB.e - garden pea >gi_396639_einb_CAA80974_ 
{Z25509) ribosomal protein S13 [Pisum sativum] 



Seq, No. 
Contig ID 
5 '-most EST 



290451 

354251_1.R1011 
gct701171003.hl 



Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290452 

354329_1.R1011 

gct701170906.hl 

BLASTX 

g464706 

202 

4.0e-16 

86 
48 

40S RIBOSOMAL PROTEIN S15 {S12) >gi_1078 669_pir ^A53793 

ribosomal protein S12, cytosolic - Podospora anserina 
>gi_401841_emb_CAA80805_ (223267) cytoplasmic ribosomal 
protein S12 [Podospora anserina] 



Seq. No. 


290453 


Contig ID 


354378 l.RlOll 


5 '-most EST 


gct701173013.h2 


Seq. No. 


290454 


Contig ID 


354384 l.RlOll 


5 '-most EST 


gct701171025.hl 


Method 


BLASTX 


NCBI GI 


g4539657 


BLAST score 


266 


E value 


2.0e-23 


Match length 


87 


% identity 


54 


NCBI Description 


(AF061282) serine-type carboxypeptidase [Sorghum bicolor] 


Seq. No. 


290455 


Contig ID 


354402 l.RlOll 


5 '-most EST 


gct701178852.hl 


Method 


BLASTX 


NCBI GI 


g2245137 


BLAST score 


235 


E value 


6.0e-20 


Match length 


53 


% identity 


77 


NCBI Description 


(Z97344) MYB transcription factor homolog [Arabidopsis 




thaliana] 


Seq. No. 


290456 


Contig ID 


354467 l.RlOll 


5 '-most EST 


gct701177274.hl 


Method 


BLASTX 


NCBI GI 


g2911358 



40373 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



523 

2,0e-53 

114 

90 

(AF041043) NADPH HC toxin reductase [Zea mays] 
290457 

354562_1,R1011 
gct701172630.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290458 

354595_1,R1011 
gct701173024.h2 

290459 

354596_1.R1011 
gct701173467,h2 

290460 

354611_1.R1011 
gct701172757.h2 

290461 

354628_1.R1011 
gct701172990,h2 

290462 

354630_1.R1011 
gct701172803.h2 

290463 

354655_1.R1011 

gct701180680.hl 

BLASTX 

gl22094 

204 

2.0e-16 

42 

100 

HISTONE H4.2 >gi_101786_pir S11940 histone H4.2 - 

Emericella nidulans >gi_296339_emb_CAA39156_ (X55550) 
histone H4.2 [Emericella nidulans] >gi_529957 (U12631) 

histone H4.2 [Emericella nidulans] >gi_227598_prf 1707275D 

histone H4.2 [Emericella nidulans] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



290464 

354675_1.R1011 
gct701173015.h2 

290465 

354724_1.R1011 
gct701173025.h2 

290466 

354830_1.R1011 
gct701173283.h2 



40374 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. NO. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



290467 

354865_1.R1011 
gct701173387.h2 

290468 

355051_1.R1011 
gct701175005.hl 

290469 

355057_1.R1011 
gct701173913,hl 

290470 

355064_1.R1011 

gct701173965.hl 

BLASTX 

g2832698 

255 

3.0e-22 

81 

62 

(AL021713) starch synthase-like protein [Arabidopsis 
thaliana] 

290471 

355077_1,R1011 

gct701180351.hl 

BLASTX 

g3548810 

155 

l.Oe-10 

85 

47 

{AC005313) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 

290472 

355156__1.R1011 
gct701174291.hl 

290473 

355258_1.R1011 
gct701174763.hl 



290474 

355305_1.R1011 

gct701174784.hl 

BLASTX 

gl208496 

148 

7.0e-10 

28 

93 

(D38124) EREBP-3 



[Nicotiana tabacum] 



290475 

355311 l.RlOll 



40375 



5^ -most EST 



gct701177833.hl 



Seq, No. 
Contig ID 
5 '-most EST 



290476 

355317_1.R1011 
gct701174819,hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290477 

355334_1.R1011 

gct701177211.hl 

BLASTX 

gl34607 

232 

l,0e-19 

70 

60 

SUPEROXIDE DISMUTASE 
superoxide dismutase 
(Drosophila virilis) 



(CU-ZN) >gi_85253_pir S03606 

(EC 1.15.1.1) (Cu-Zn) - fruit fly 
>gi_9205_emb_CAA32060_ (X13831) sod 



protein [Drosophila virilis] 



290478 

355339_1.R1011 

gct701174885.hl 

BLASTX 

g3056591 

271 

3.0e-24 

75 

69 

{AC004255) T1F9, 



12 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290479 

355354_1.R1011 
gct701174931.hl 

290480 

355422_1.^1011 
gct701176235.hl 

290481 

355446_1.R1011 
gct701175383,hl 

290482 

355482__1.R1011 
gct701175416.hl 

290483 

355485^1. RlOll 

gct701175282.hl 

BLASTN 

g312178 

57 

2.0e-23 

131 

54 

Z.mays GapC2 gene 



40376 



Seq* No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 




290484 

355501_1.R1011 
gct701176507.hl 

290485 

355514__1.R1011 

gct701175358.hl 

BLASTX 

g4262228 

450 

8.0e-45 

142 

63 

(AC006200) putative receptor 
thaliana] 

290486 

355543_1.R1011 
gct701175413.hl 

290487 

355571_1.R1011 
gct701175474.hl 

290488 

355585__1.R1011 

gct701175507.hl 

BLASTX 

g4455338 

261 

4.0e-23 

86 

62 

(AL035525) putative protein 
290489 

355693_1.R1011 
gct701175955.hl 

290490 

355713_1.R1011 
gct701176001.hl 

290491 

355742_1.R1011 
gct701176055.hl 

290492 

355744_1.R1011 
gct701176236.hl 

290493 

355755^1. RlOll 
gct701176092.hl 

290494 




protein kinase [Arabidopsis 



[Arabidopsis thaliana] 



40377 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



355773_1.R1011 
gct701176126.hl 

290495 

355796_1.R1011 

gct701176186.hl 

BLASTX 

gl26899 

330 

4.0e-31 

84 

75 

MALATE DEHYDROGENASE, MITOCHONDRIAL PRECURSOR 

>gi_319829_pir DERTMM malate dehydrogenase (EC 1.1.1.37) 

precursor, mitochondrial - rat >gi_56643_emfo_CAA27812_ 
(X04240) pro-malate dehydrogenase (aa -24 to 314) [Rattus 
norvegicus] 

290496 

355800_1.R1011 

gct701176455.hl 

BLASTX 

gl33892 

369 

l.Oe-35 

71 

99 

40S RIBOSOMAL PROTEIN S26E {CRP5) (13.6 KD RIBOSOMAL 

PROTEIN) >gi_71055_pir R4NC26 ribosomal protein S26.e - 

Neurospora crassa >gi_3076_emb_C7\A39162_ {X55637) ribosomal 
protein [Neurospora crassa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290497 

355812_1.R1011 

gct701176216.hl 

BLASTX 

g3415009 

189 

l.Oe-14 

84 

44 

(AF080245) sesquiterpene synthase 



[Elaeis oleifera] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



290498 

355847_1.R1011 
gct701177865.hl 

290499 

355973_1.R1011 
gct701176584.hl 

290500 

356087_1.R1011 

gct701176908.hl 

BLASTX 

g4455367 

144 



40378 



3.0e-09 
73 
43 



E value 
Match length 

NCBI«Sfes«iript:Ton (AL035524) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290501 

356105_1.R1011 
gct701176955.hl 

290502 

356192_1.R1011 

gct701177180.hl 

BLASTX 

g3128243 

166 

9.0e-12 

50 

58 

(AF004672) ribosomal protein L41 [Xanthophyllomyces 
dendrorhous] 



Seq. No. 


290503 


Contig ID 


356213_1.R1011 


5 ' -most EST 


gct701177236,hl 


Method 


BLASTX 


NCBI GI 


g2739387 


BLAST score 


220 


E value 


3.0e-18 


Match length 


87 


% identity 


53 


NCBI Description 


(ACUUzoUoj nypotneticai 


Seq. No. 


290504 


Contig ID 


356231 l.RlOll 


5 '-most EST 


gct701177270.hl 


Method 


BLASTX 


NCBI GI 


g2642153^ 


BLAST score 


285 


E value 


7.0e-26 


Match length 


85 


% identity 


64 


NCBI Description 


{AC003000) unknown prot 




>gi_2795810 (AC003674) 




thaliana] 


Seq. No. 


290505 


Contig ID 


356272 l.RlOll 


5 '-most EST 


gct701177551.hl 


Seq. No. 


290506 


Contig ID 


356289 l.RlOll 


5 '-most EST 


gct701179501.hl 


Method 


BLASTX 


NCBI GI 


gl3510B3 


BLAST score 


203 


E value 


4.0e-16 


Match length 


46 



40379 



% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 

■Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



78 

SUPEROXIDE DISMUTASE PRECURSOR (MN) >gi_1066118 (U39843) 
manganese superoxide dismutase [Cavia porcellus] 

290507 

356356__1.R1011 
gct701177590.hl 

290508 

356378^1. RlOll 
gct701177657.hl 



290509 

356391_1.R1011 

gct701177807.hl 

BLASTN 

g21893 

82 

2.0e-38 

134 

91 

T.aestivum (clone pTAUl.5) 



Ul snRNA 



290510 

356478_1.R1011 
gct701180466.hl 

290511 

356554_1.R1011 

gct701178293.hl 

BLASTN 

g21889 

77 

2.0e-35 

117 

92 

T.aestivum (clone pTAUl.l) 
290512 

356577__1.R1011 
gct701178241.hl 

290513 

356602_1.R1011 
gct701178929.hl 

290514 

356612^1. RlOll 
gct701178662.hl 

290515 

356618__1.R1011 
gct701178347.hl 

290516 

356778_1.R1011 
gct701179611.hl 



Ul snRNA 



40380 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290517 

356803_1.R1011 

gct701178810.hl 

BLASTX 

gl351227 

277 

7.0e-25 

90 

56 

TRANSCRIPTION ELONGATION FACTOR S-II (TFIIS) 

>gi_2130486__pir S63845 transcription elongation factor 

TFIIS - fission yeast (Schizosaccharomyces pombe) 
>gi 924620 (U20526) TFIIS [Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 
5 '-most EST 



290518 

356807^1. RlOll 
gct701178815,hl 



Seq. No, 
Contig ID 
5 '-most EST 



290519 

356815_1.R1011 
gct701178827.hl 



Seq. No. 

Contig ID 
5 '-most EST 



290520 

356821_1.R1011 
gct701178842.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290521 

356852_1.R1011 
gct701178913.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290522 

356890_1.R1011 
gct701178987.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290523 

356912_1.R1011 

gct701179047.hl 

BLASTX 

gll4141 

241 

l.Oe-20 

82 

55 

ACETYLORNITHINE AMINOTRANSFERASE PRECURSOR (ACOAT) 

>gi_2117765_pir S61868 acetylornithine transaminase (EC 

2,6.1.11) - yeast (Saccharomyces cerevisiae) >gi_171083 
(M32795) acetylornithine aminotransferase (ARG8) (EC 
2.6.1.11) [Saccharomyces cerevisiae] 

>gi_1177625___emb_CAA58853_ (X84036) ARG8 [Saccharomyces 
cerevisiae] >gi_1420036_emb_CAA99161_ (Z74882) ORF YOL140w 
[Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 
5 '-most EST 



290524 

356963_1.R1011 
gct701179153.hl 



40381 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No* 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290525 

356964_1.R1011 
gct701179479.hl 

290526 

357000_1.R1011 
gct701179755.hl 

290527 

357009_1.R1011 
gct701179346.hl 

290528 

357031_1.R1011 

gct701179334.hl 

BLASTN 

g3293558 

80 

3.0e-37 

136 

90 

Oryza sativa germin-like protein 7 
cds 



{GER7) mRNA, complete 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



290529 

357058_1.R1011 
gct701179404,hl 

290530 

357099_1.R1011 

gct701179508.hl 

BLASTX 

gl076287 

165 

5.0e-12 

48 

60 

amine acid permease - Arabidopsis thaliana 
>gi_510236_emb_CAA50672_ (X71787) amine acid permease 
[Arabidopsis thaliana] 

290531 

357146_1.R1011 
gct701179624.hl 

290532 

357159_1.R1011 
gct701180549.hl 

290533 

357290_1.R1011 

gct701180291.hl 

BLASTX 

gl352666 

363 

5.0e-35 
75 



40382 



% identity 84 

NCBI Description SERINE/THREONINE PROTEIN PHOSPHATASE PP2A-BETA, CATALYTIC 





. ^^HBONTT >ai 164298 fM20193^ nrotein nhosohatase 2A beta 






Seq. No, 


290534 


PnrTh 1 rr TO 


357291 1 RlOll 

J^/^-ZX X. X\X Vj* X X 




rrn-i-7niTfin29? hi 
yL'C / uxxuu^-7z. *iix 


Seq. No. 


290535 


^t-Jlil Ly J-Lf 


oo/o/x x.rvxuxx 




rrr'i-7niTfin2 94 hi 


Seq. No. 


290536 




3^74 ^4 1 RI 01 1 

JJ/^J*4 X.I\XUXX 




ar1-7niT806n9 hi 

yoL. / uxxowuvj^ * iix 


Seq. No. 


290537 




3R74f^f5 1 R1 ni 1 

JOf*±\J\J X.JTxXUXX 


^ ilLVJoL. HiQ ± 


rrrt7niTfinS1 1 hi 
you / uxxovjoxx . iix 


Seq, No, 


290538 


oontiy ±u 


"^RT Rl 4 1 R1 ni 1 
OO/OX^ X.KXUXX 




rrr*1- 7 n 1 rm 3 Q hi 
yet / uxxouoo^ • IIX 


Seq, No. 


290539 


uonuig lij 


-3c;7c;'7i -i pi ni 1 
oD/0/± l.KlUxl 


D lUOSL. iLoi 


iiDS / uxxoo / / x.nx 


Seq. No. 


290540 




'^R7^^^R 1 RI m 1 
oj/ouo x»r\xuxx 


O ~IUOSL. iliOi 


sem. / uurJouz^o . nx 


Seq. No. 


290541 




3R77 fin 1 RI ni 1 

O J / / UVJ X*i\XUXX 




-hhrr7nn^3n377 hi 


Seq. No. 


290542 




'^'^7ftftQ 1 RI ni 1 

OO/OO^ X*I\XUXX 




hH<57ni Tr 1 m hi 
njjs / uxxoxuxo ,iiX 


Seq. No, 


290543 


^^QllUiy XU 


"^"^fti 1 RI n 1 1 
jOoxjo x*r\.xuxx 


O UlOST- IjOi 


hH«7ni Tfi 1 Q hi 

riDS / uxxoxooi7,nx 


Seq. No. 


290544 


v^OIlT_Xy XJJ 


'^Rfl9ftQ 1 RI ni 1 

oOOZOi? X.lxXUXX 


t% ' — Tnr\G+- ■R'QT' 
D lUOSU IljOi 


"hKc^ni Tfl 9 9 "hi 

hds /uxxozzoo .nx 


Seq. No. 


290545 


Contig ID 


358385 1, RlOll 


5 '-most EST 


hbs701182152.hl 


Seq. No. 


290546 


Contig ID 


358423 1, RlOll 


5 '-most EST 


hbs701182735.hl 



40383 



Seq. No. 
Contig ID 
5 '-most' EST 

Seq. No. 

Contig ID 
5 '-most EST 



290547 

358493_1.R1011 
hbs7ail85666.hl 

290548 

358501_1.R1011 
hbs701182689.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290549 

358507_1.R1011 
hbs701182408.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290550 

358569__1.R1011 
hbs701182660.hl 



Seq. No. 

Contig ID 
5 '-most EST 



290551 

358615_1.R1011 
hbs701182645.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290552 

359041_1.R1011 
hbs701183616.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290553 

359048_1.R1011 
hbs701183537.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



290554 

359063_1.R1011 

hbs701183557.hl 

BLASTX 

g4506635 

212 

3.0e-17 

51 
75 

ribosomal protein L32 >gi__13288 6_sp_P02433_RL32_HUMAN 60S 

RIBOSOMAL PROTEIN L32 >gi_71335_pir R5HU32 ribosomal 

protein L32 - human >gi_71336__pir R5MS32 ribosomal protein 

L32 - mouse >gi__71337_pir R5RT32 ribosomal protein L32 - 

rat >gi_36132_emb_CAA27048_ (X03342) rpL32 (aa 1-135) [Homo 
sapiens] >gi_57117_emb_CAA29777_ (X06483) ribosomal protein 
L32 [Rattus norvegicus] >gi_200781 (K02060) ribosomal 

protein L32-3A [Mus musculus] >gi_226004_prf 1405339A 

ribosomal protein L32 [Rattus norvegicus] 

290555 

359G89_1.R1011 
hbs701183605.hl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



290556 

359118_1.R1011 

hbs701185711.hl 

BLASTX 

g4557026 

150 



40384 



II 



E value 
Match length 
% identity 
NCBI Description 



8.0e-10 
64 

47 , 7 

hect (homologous to the E^6-AP (U&E3A) carboxyl terminus) 
domain and RCCl (CHCl)-like domain (RLD) 1 >gi_1477565 
(U50078) p532 [Homo sapiens] 



Seq. No. 
Contig ID 
5 '-most EST 



290557 

359126^1, RlOll 
hbs701183676.hl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290558 

359147_1.R1011 

hbs701183715.hl 

BLASTX 

gl732517 

230 

2.0e-19 

81 

58 

{U62745) putative cytoskeletal protein [Arabidopsis 
thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 



290559 

359430_1*R1011 
hbs701184316.hl 



Seq. No. 

Contig ID 
5 '-most EST 



290560 

359473_1.R1011 
hbs701184671.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290561 

359664_1.R1011 
hbs701185553.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290562 

359699_1,R1011 
hbs701185288.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290563 

359729_1.R1011 
hbs701185379.hl 



Seq. No. 

Contig ID 
5 '-most EST 



290564 

359865_1.R1011 
hbs701185591.hl 



Seq, No. 

Contig ID 
5 '-most EST 



290565 

359868_1.R1011 
hbs701185594.hl 



Seq. No. 
Contig ID 
5 '-most EST 



290566 

359958_1.R1011 
hbs701185780.hl 



Seq. No. 

Contig ID 



290567 

360183 l.RlOll 



40385 



5 '-most EST 



hbs701186235.hl 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290568 . 

LIB143-001-Q1-E1-C5 

BLASTX 

gl352469 

226 

5.0e-19 

66 

68 

BETA-FRUCTOFUEIAN0SIDASE, CELL WALL ISOZYME PRECURSOR 
( SUCROSE- 6-PHOSPHATE HYDROLASE) (INVERTASE) >gi_736359 
(U17695) invertase [Zea mays] >gi_1582380_prf__2118364A 
cell wall invertase [Zea mays] 



Seq. No. 


o n n c c o 


Seq. ID 


LIB143-002-Q1-E1-B8 


Method 


^BLASTX 


NCBI GI 


g4220524 


BLAST score 


213 


E value 


4 . Oe-17 


Matcn lengtn 


yo 


-6 xdentiuy 




NCBI Description 


(AL035356) putative protein 


Seq. No. 


290570 


Seq. ID 


LIB143-002-Q1-E1-C12 


Method 


BLASTX 


NCBI GI 


g3294467 


BLAST score 


418 


E value 


2. Oe-41 


Match length 


82 


% identity 


lUU 


NCBI Description 


(U89341) phosphoglucomutase 


Seq. No. 


290571 


Seq. ID 


LIB143-002-Q1-E1-G3 


Method 


BLASTX 


NCBI GI 


gl562544 


BLAST score 


251 


E value 


l.Oe-21 


Match length 


87 


% identity 


61 


NCBI Description 


{U69129) isocitrate lyase [Z 


Seq. No, 


290572 


Seq. ID 


LIB143-002-Q1-E1-G4 


Method 


BLASTX 


NCBI GI 


g548770 


BLAST score 


667 


E value 


2.0e-70 


Match length 


131 


% identity 


94 


NCBI Description 


60S RIBOSOMAL PROTEIN L3 >gi 



1 [Zea mays] 



_481228_pir S38359 ribosomal 

protein L3 - rice >gi__303853_dbj_BAA02155_ {D12630) 
ribosomal protein L3 [Oryza sativa] 



40386 



o t; • IN w • 






Sea ID 


LIB143-002- 


-Q1-E1-G9 




BLASTN 




NCBI GI 


g22334 




BLAST score 


35 






2.0e-10 






43 






95 






Z.mays mRNA for heat shock protein 


O G • IN L> . 


290574 




9prf ID 


LIB143-002 


-Ql-El-Hl 




BLASTX 




NCBI GI 


g2662310 




BLAST score 


218 




E vslue 


2.0e-30 






81 






86 




IMOOX J^t? O ox L.XV^J.1 


{AB009307) 


bpwl [Horde urn vulgar e] 


Qorr Mo 


290575 




Sea ID 


LIB143-0G3 


-Ql-El-AlO 


Mpf-hoH 

J. J.^ Vllwv^ 


BLASTX 




NCBI GI 


g2760606 




BLAST score 


158 




E value 


l.Oe-20 




Match length 


87 




% identity 


68 




NCBI Description 


{AB001568) 


phospholipid hydroperoxi 



peroxidase-like protein [Arabidopsis thaliana] >gi_3004869 
(AF030132) glutathione peroxidase; ATGPl [Arabidopsis 
thaliana] >gi_4539451_emb_CAB39931 . 1_ (AL049500) 
phospholipid hydroperoxide glutathione peroxidase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290576 

LIB143-003-Q1-E1-C12 

BLASTX 

gll3026 

234 

l.Oe-19 

82 

56 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 

>gi_68211_pir ^WZRPI isocitrate lyase (EC 4.1.3.1} - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4,1.3.1} [Brassica 
napus, seedlings. Peptide, 576 aa] >gi__167144 {L08482) 

isocitrate lyase [Brassica napus] >gi_447142_prf 1913424A 

isocitrate lyase [Brassica napus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



290577 

LIB143-003-Q1-E1-G6 

BLASTX 

g3402692 

150 

3.0e-12 



40387 




Match length 


58 




71 




\ O \J \J 'i \J Zf 1 } ^LlUdL-XvC 




v^L/iT Lixcio y xy X y ^^GX \jx yx_yt_cxvjx o ^iiwo^iiciuc 




J o^XXct LXvJ.yx i_X cLiio xc^x ctoc LriiX a.iJXkJ.*j^o xo uiictxxctiicL j 


O 

OBCJ. ViO , 


z yuo / 0 




T TRI 4 "^ — 00*^—01 —FT —HQ 

XiXOXriO \J\JO v^X HjX 




RT ZXCITY 

£3Xu-\.0 i -fV 


NCBI GI 


g3004950 


BLAST score 


290 


i-j VC1XU.C 




i^iax-cn X en gun. 


X X 3 


^ xcieniLXuy 




INOOX J^CO ^X X^ L. X^ii 


^/^j; /vjvjxy Lv^iiv.^^xci.OL xiiLXXiiox^^ ^j.k^L.^-Lii/ ^jili j.xjrx Lti^ci. iiLci_y 0 j 


oeg. NO, 






XiXLjXI.-} L'W^ Sc''- ^x xxxx 


Method. 


RT aCTV 


NCBI GI 


gl213073 


BLAST score 


141 






rjo-ccn xengi-n 


PA 


% identity 




lMV^JjX JJcoOX xp LXUil 


^zi./jDXuy iico. u oiiuv— ^x w Lcxii X/ .o Lwxy^ci ociL.xva.j 


beg. JNo. 


zyuo 0 u 


oeg. xu 


XiXDXfiO Uuft \J± IhX AO 


iYieL.no a 


RT ZiCTTV 


NCBI GI 


g2668750 


BLAST score 


489 


iLi Va.xue 


X . ue 4 y 


Match length 


y ^ 


% identity 


inn 
xuu 


iNUox uescnpT-xon 


[jHiiiUo^y^y} rxDOSOuiax protexn Jjou [Ziea maysj 


oeg. NO. 


z yuoo 1 


oeg. xu 


J-iXidX^o UU^ — y X HjX L/O 




JDXirlO i LN 


NCBI GI 


g217973 


BLAST score 


49 


xIj vaxue 


X . ue xd 


Match length 


DO 


% identity 


OA 


iNk^DX JJcoOX XpT-XQIl 


<!jfcicl XUa._yo ycil^ XvJX LXXUoc^livJo^ilct Uti XoUlLltJX doc / OL.'ilL^XcUC ouio 


■beg, NO. 




beg. lu 


Jjlbi4 J — UU4— yx— iiiX — Ul 


LYici-.nou, 


RT flQTM 


Nv^Dl lax 


rrl 1 9 j4 ft R7 




217 


E value 


l.Oe-119 


Match length 


334 


% identity 


91 


NCBI Description 


Pelargonium hortorura clone pGAC-2G 1-aminocyclopropane 




1-carboxylate synthase gene, partial cds 



40388 




CI ci rr IClr^ 
OSCJ • viO • 




O C • J-U 


XlXJDX*l<J Vj VJ 1 ^X IliX L/X^L 










BLAST score 


485 


E value 


6,0e-49 




X U J 




o o 




^H.ru/jou/; aconiT^ase xxon xequxa^ea prouein i L^i^rus 




1 "i moTt 1 

U- ^iXWJ 11 J 






5^pa TO 


T.TBI 4 3-nn4-01 -F1 -FS 

J-l-l-OX*l.J U VJ t \iX Hi X J_j-J 


Method, 


BLASTX 


NfBT GT 


a4206197 


BLAST score 


168 


E value 


6.0e-12 








Q4 


iN^oi uescripuion. 


l/iru/xoz/j puranve pre^aiKJNA spiicmg xacror L-^^^j^ictopsis 




T-naxxana J 


o c , IN O . 




Clf^rr in 

■ J-Lf 


XfXijX^O u U fi ^ij/X iijX iaXZ 


M^i" In or? 

IMC UXiW^ 




NCBI GI 


g4234841 


BLAST score 


80 


Hj vaxue 


3 • ue O / 


Match length 




% identity 


yi 


iNoDx uescrxpuion 


Zea mays copia*"like retrotransposon Sto~l/ partial sequence 


beq. NO. 


zyuoob 


OtrCj_. XL/ 


T TP1 4*^ — 00/1—01 — T?1 — tf^ 

Xixnxfio u u fi yx ii(X no 




Oi_irlO -LA, 


NPRT GT 


rr44 


BLAST score 


171 


E value 


3.0e-12 


LuaLoii xeiiytn 


Q7 

y / 


^ iQenuxLy 


A 1 


NCBI Description 


{AL035525) aminopeptidase-like protein [Arabidopsis 




thaliana] 


oeq. NO. 


zyUDo / 


oetj . X jj 


T TR1 /l"^ — OOR— ni — TTl —7X1 


Mp1" hnH 


OXtAO J. /i. 


MPRT GT 

Ln ^ D X O X 


rr94 ^Q4 1 7 


BLAST score 


190 


E value 


l.Oe-14 




R4 


"D xu.enT,ii,y 


7 /I 


NCBI Description 


(ACUUzJJz) putative pre-mRNA splicing lactor PRPly 




[Arabidopsis thaliana] 


Seq. No. 


290588 


Seq. ID 


LIB143-005-Q1-E1-A8 


Method 


BLASTX 



40389 



NCBI GI 


al076809 


BLAST score . 


362 


E value 


7.0e-35 


Match length 


89 


^ 1 dpTit it V 


80 


NPT^T Dp *?PT"i nt 1 nn 


H+-transr)ortina ATPase (EC 3 6.1.35^ - maize 




>ai 758355 emb CAA59800 fX85805) H f +) -transDortina ATPas 




^ O ^ Cfl XLL^iiL y J 


O C • IM W ■ 


290589 


Seq. ID 


LIB143-005-Q1-E1-B1 


Method 


BLASTX 


NCBI GI 


gl370603 


BLAST score 


296 


"F* va 1 HP 

J— I V OJ-U^ 


4 . Oe-27 


M^'t'r'h 1 PTrin"t~Vi 


77 




74 


NPRT npc-PTi Tit 1 on 




O C • LM • 


^ U J -7 U 


Sea ID 


LIB143-005-O1-E1-B2 


Method 


BLASTX 


NfRI GI 


g417154 




^ X u 


TT 1 n P 

J_i V O. J- LlO 


ft np-y>4 


Match length 


85 


% identity 


67 




PFAT SHOrK PROTRTN fi? >ai IDO^ftR ni t hpat <?hork 




^XvJmXIi X XL^tJ ^oL.X.ClXJ.1 X ct,X(^I ILLiXy INdUJ-VC \Jll^ } 










o e q • IN O . 


Z U O I? X 


.Spa ID 


LIB143-005-O1-E1-B7 




RT.A.^TX 


NCBI GT 


a2827141 


BLAST score 


275 


E value 


3.0e-24 




X 1 J. 


O L. -L L_y 






^Zi^7'^'?717'^^ r*Ci'\ Inlr^co c ^rr^"!" Haao r^a"l~a1 t7+" "ir^ cnVMTOT't" 
^rir uz, / X / o y o^=xxu.xuoc oyiiLiiciot; udxyuxL* o u.jiju.j.ix l 




r At^^Hi fSn'DC' iq th3li;^"nal 


O c; vJ • LN • 


Z ^ J 


Seq. ID 


LIB143-005-O1-E1-C10 


Method 


BLASTN 


NCBI GI 


g304114 


BLAST score 


58 


T** T7a 1 n P 

Hi V u-L U.G 


4 np-94 




174 

X / '± 






NCBI Description 


Arahidopsis thaliana thioqlucosidase itiRNA/ complete cds 


Seq. No. 


290593 


Seq. ID 


LIB143-Q05-Q1-E1-C9 


Method 


BLASTX 


NCBI GI 


g585536 



40390 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294 

6.0e-50 

135 

76 

MYROSINASE PRECURSOR (SINIGRINASE) (THIOGLUCOSIDASE) 

>gi_1362006_pir S56653 thioglucosidase (EC 3.2.3.1) - 

Arabidopsis thaliana >gi_304115 (L11454) thioglucosidase 
[Arabidopsis thaliana] >gi_871990_einb__CAA5578 6_ (X79194) 
thioglucosidase [Arabidopsis thaliana] 



Seq. No. 




oeg. iJJ 


T yni yi'^ — fifm— ni — "d — nQ 

J_i±i3±4ij UUO yX iljX Uo 


Method 




NCBI GI 


g533775 


BLAST score 


142 


E value 


1 , Ue-lD 


Match length 


/4 


% identity 


/O 


NCBI Description 


(uuyyoyj h i + j -Transporting ai rase [^ss maysj 


Seq. No. 


O l~ A l~ 

290595 


Seq. ID 


LlB14o-UUD-yi-iijl-r 11 


Method 


BLASTX 


NCBI GI 


g3891593 


BLAST score 


234 


E value 


2.0e-19 


Match length 


4 / 


% identity 


A O 

98 


NCBI Description 


Structure Of Glutathione S-Transf erase lii In Apo Form 


Seq. No. 


A ri r\ c ri /" 

290596 


Seq. ID 


LIB14 J-OOo-Ql-El-GlU 


Metnoa 








BLAST score 


XO J 


E value 


J . ue lu 


Match length 


64 


% identity 


52 


NCBI Description 


(AF004393) salt-stress induced tonoplast intrinsic protein 




[Arabidopsis thaliana] 


Seq. No. 


290597 


Seq. ID 


LIB143-005-Q1-E1-G9 


Method 


BLASTX 


NCBI GI 


g3688799 


BLAST score 


560 


E value 


9.0e-58 


Match length 


117 


% identity 


97 


NCBI Description 


(AF057137) gamma tonoplast intrinsic protein 2 [Arabidopsi 




thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



290598 

LIB143-005-Q1-E1-H11 

BLASTX 

g417154 

179 



40391 



III Vci±U.c 


A np-1 ^ 


Match length 


37 


% identity 


95 




HFAT cJHnPK PROTFTN 8? >ai 100685 oir S25541 heat shock 




TsTr^'l" din fi9 — Tir'P ^Q'hr'^i'n T^^iplnnrirr TJ^i "h i "WP Onp \ 

^XvJLcXii O ii- XX^ti ^oL-XaXiJl J. ClX ^il LLi J,y J.Na.(_XvC \JLl^ f 




>rri 9n9'=i(^ pmh rAA77Q78 fZl 1^520^ hpat <^hork nrotein 82 

-^yX c*\J C^'J\) dlLX' ^.^r^rt. / f ^ I O \ Li A. X ^ c^\J f iiCQU OiiW^^JV ^XV-'U.C-l-Al ^ 






o e q . LN U . 


^ _? U sJ -3 -? 


^PfT TO 


LIB143-005-O1-E1-H9 




BLASTX 


NCBI GI 


g3281848 


BLAST score 


328 


Hi V d X LI" 


1 . Oe-31 


Via UOll XfcSliy Lli. 


Q7 




77 




/AT.fl'^l 004^ r^iTh^l"! T7"P nynt'P'i n f At^^V^i tinn'^ "i^? i"hr5l"i?3nr5l 

^rtXl\J»JXUWri y LI O. L. X V C L^XWL.CXil [_ n.J_ CU^J -L _L O IICL -I- -1- u.i Id J 




^ -PU 0 u u 




Xixox^i^ \J \J \J -I- .n. r 








yXJJXUXri 


BLAST score 


217 


E value 


l.Oe-17 


lYia.Ldl Xtiliy Lii. 


71 

/ X 




DO 


iMUol uescrxpLion 


^UD I\±J3UoUrirlij irr\UiriXLN DO >^yX ;?DO_?UZ. UJJJ JDririU i £*\J I V^^'-''-'*^ 




T* "1 V^o ^onrra 1 Tit* n't" n n ^ ft f Ot^/^ a <5?^ "h i 1 

X XiJU O wlLLdX ^XL^UCXii OO |_wXj^i.Cl OdL^XVClJ 


oeq. rio. 


Z _7U OU X 




T.TRi A^—^\c\f^-o^ -fi -n i 

XiXOXfioJ \j\J\J Si/X HiX v^xx 




BLASTN 


NCBI GI 


gl808687 


BLAST score 


86 


TT" "1 n o 


X • u c *± u 


"^Ji ^ ^ ^ r\ I ^^T^ /**t i " r\ 


9ft 

^ o D 


^ xuenciLy 


ft9 


LN^j-IjX iJtSoOXX^I — LvJii 


O • O L. Cl kj X X dli LLO LJO ■ X ..J lLLLVL>iT^ 


oecj • viO . 


9 00^0 9 

Z j7U DUZ 


9prr in 


XlXi_>X*l<wJ VVU Sc-I- i-iX 


IMC L.ii\JvJ. 


RT.A'^TX 


LNV^OX OX 




BLAST score 


301 


E value 


2,0e-27 


jxisucn xengun 




^ xaenT,xT-.y 


D ^ 


NCBI Description 


\H.uuuo4toyj punacxve moryanxc pyropnospnaLa&e i.i-ixciijxu.up 




LllctX Xdlid J 


oecj * • 


Z _?U QUO 


Seq. ID 


LIB143-G06-O1-E1-D2 


Method 


BLASTX 


NCBI GI 


g3128180 


BLAST score 


350 


E value 


4.0e-33 


Match length 


92 



40392 



% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



74 

(AC004521) 



citrate synthetase [Arabidopsis thaliana] 



290604 

LIB143-006-Q1-E1-E6 

BLASTX 

gll71965 

297 

4.0e-27 

106 

62 

PHOSPHATIDYLINOSITOL 3-KINASE, ROOT ISOFORM (PI3-KINASE) 
(PTDINS-3-KINASE) (PI3K) (SPI3K-5) >gi_736339 (L27265) 
phosphatidylinositol 3-kinase [Glycine max] 



Seq. No. 


290605 


beq. lu 


TTTDiyt'3 nn ^^—/^i — tr" 1 _ i? Q 


Method 


TDT 7\ OnrV 

BLAbiA 


NCBI GI 


gl4Uozzz 


BLAST score 


O O T 

ZZ ! 


E value 


o o ^ in 

0 . Oe-iy 


Match length 


ol 


-5 Identity 


DU 


NCBI Description 


(UoU/b4j pathogenesis rexaTiea pronem [•^orgnuiu dicuioxj 


Seq. No. 


290606 


Seq. ID 


LIB143-006-Q1-E1-F6 


Method 


BLASTX 


NCBI GI 


g282994 


BLAST score 


4zo 


E value 


D . Ue-4z 


Match length 


90 


% identity 


o o 

88 


NCBI Description 


Sipl protein - barley >gi Ib/lUU (M//4/0) seed imoiiDiLi 




protein [Hordeiom vulgare] 


beq, Mo. 


z yu dU / 


Seq. ID 


LIB143-006-Q1-E1-H12 


Method 


BLASTX 


NCBI GI 


g417154 


BLAST score 


333 


E value 


3.0e-31 


Match length 


93 


% identity 


70 


NCBI Description 


HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 




protein 82 - rice (strain Taichung Native One) 




>gi 20256 emb CAA77978_ (Z11920) heat shock protein 82 




{HSP82) [Oryza sativa] 


Seq. No. 


290608 


Seq. ID 


LIB143-006-Q1-E1-H4 


Method 


BLASTX 


NCBI GI 


g944842 


BLAST score 


154 


E value 


3.0e-10 


Match length 


92 


% identity 


37 



40393 



NCBI Description (X80023) ATP/ADP carrier protein [Triticum turgidum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290609 

LIB143-011-Q1-E1-A2 

BLASTX 

g631978 

279 

7.0e-25 

118 

47 

cytochrome P-450 oxidase - Mentha piperita 

>gi_493475_emb_CAA83941_ (Z33875) cytochrome P-450 oxidase 
[Mentha x piperita] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290610 

LIB143-011-Q1-E1-B5 

BLASTX 

g4038055 

441 

7.0e-44 

127 

62 

(AC0058 97) putative cytochrome P450 [Arabidopsis thaliana] 
>gi__4557077_gb_AAD22516.1_AC007045_16 (AC007045) putative 
cytochrome p450 [Arabidopsis thaliana] 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290611 

LIB143-011-Q1-E1-B9 

BLASTX 

gl27579 

211 

4.0e-22 

75 

75 

MYB-RELATED PROTEIN HVl >gi__82423__pir S04896 transforming 

protein (myb) homolog {clone Hvl) - barley 

>gi_2130044_pir S61506 Mybl protein - barley 

>gi_19051_emb_CAA50222_ (X70877) MybHvl [Hordeum vulgare] 
>gi_19053_emb__CAA50224_ (X70879) MybHvl [Hordeum vulgare] 

>gi_227030_prf 1613412A myb-related gene Hvl [Hordeum 

vulgare var. distichum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290612 

LIB143-011-Q1-E1-C9 

BLASTX 

g2760325 

288 

6.0e-26 

113 

61 

{AC002130) F1N21,10 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



290613 

LIB143-011-Q1-E1-D6 

BLASTX 

gl076758 

168 



40394 



E value 
Match length 
% identity 
NCBI Description 



2.0e-12 

66 
62 

heat-shock protein precursor - rye >gi_2130093__pir S65776 

heat-shock protein, 82K, precursor - rye 
>gi__556673_einb_CAA82945_ (Z30243) heat-shock protein 
[Secale cereale] 



Cci/-T Kin 


290614 


beg. lu 




LYiennoa 




IN Ij J. Vj J_ 










2 Oe-20 


Match length 


68 


% identity 


94 


NCBI Description 


Oryza sativa mRNA fo 


Seq. No. 


290615 


Seq. ID 


LIB143-012-Q1-E1-B8 


Method 


BLASTX 


NCBI GI 


g3396079 


BLAST score 


184 


E value 


8.0e-14 


Match length 


71 


% identity 


51 


NCBI Description 


{AF080173) inositol 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
290616 

LIB143-012-Q1-E1-D6 

BLASTX 

gl076758 

432 

6.0e-43 

107 

83 

heat-shock protein precursor - rye >gi_2130093__pir S6577 6 

heat-shock protein, 82K, precursor - rye 
>gi_556673_einb_CAA82945_ (Z30243) heat-shock protein 
[Secale cereale] 



290617 

LIB143-012-Q1-E1-E9 

BLASTN 

g4218109 

64 

l.Oe-27 

120 

88 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F16A16 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



290618 

LIB143-012-Q1-E1-F1 

BLASTX 

gl616661 



40395 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method ' 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



264 

3.0e-23 

83 
67 

(U49388) 



adenylosuccinate synthetase [Zea mays] 



290619 

LIB143-012-Q1-E1-F11 

BLASTN 

g3294468 

174 

4.0e-93 

190 
98 

Zea mays phosphoglucomutase 2 mRNA, complete cds 
290620 

LIB143-012-Q1-E1-F3 

BLASTX 

g4467153 

369 

2,0e-35 

102 

68 

(AL035540) putative thaumatin-like protein [Arabidopsis 
thaliana] 



Seq. No. 


290621 




Seq. ID 


LIB143-012-Q1- 


-E1-F5 


Method 


BLASTX 




NCBI GI 


g20290 




BLAST score 


296 




E value 


6.0e-27 




Match length 


79 




% identity 


70 




NCBI Description 


( X5 7 5 6 3 ) phy t o chrome 


Seq. No. 


290622 




Seq. ID 


LIB143-012-Q1- 


-E1-F6 


Method 


BLASTX 




NCBI GI 


gl352461 




BLAST score 


424 




E value 


6.0e-42 




Match length 


84 




% identity 


98 




NCBI Description 


IN2-2 PROTEIN 




Seq. No, 


290623 




Seq. ID 


LIB143-013-Q1- 


-E1-A7 


Method 


BLASTX 




NCBI GI 


gl705678 




BLAST score 


179 




E value 


4.0e-13 




Match length 


40 




% identity 


82 




NCBI Description 


CELL DIVISION 


CYCLE 



PROTEIN HOMOLOG) 



PROTEIN 48 HOMOLOG (VALOSIN CONTAINING 
(VCP) >gi_862480 (U20213) 



40396 



valosin-containing protein [Glycine max] 



oeq. iNO . 




beq. xu 


T XRI A'^-OI '^-Ol -F1 -R1 


Method 


BLASTX 


NCBI GI 


g4262142 


JdLAoI scoire 


94 Q 


E value 


o . ue~zx 


Matcn lengtn 




■5 laent-xT^y 




NCBI Description 


vAUUUo^/oj putai-ive axconox aenyurogena. 




unaxiana j 


oeq . lnu . 


^ I? U O 


Seq. ID 


LIB143-013-Q1-E1-B8 


Method 


BLASTN 




go / D / s5U 


biiAbi score 


/1 1 
*± X 


E value 


O . ue-X4 


Match length 


DX 


% identity 




NCBI Description 


2. mays mRNA for transitiembrane protexn 


Seq. No. 


zyUozo 


oeq. xu 




Method 


BLASTX 


NCBI GI 


g2146739 


BLAST score 


198 


E value 


2.0e-15 


Match length 


103 


% identity 


46 


NCBI Description 


hexokinase (EC 2.7.1,1) 1 - Arabidopsis 



[Arabidopsis 



(U28214) hexokinase 1 [Arabidopsis thaliana] 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290627 

LIB143-013-Q1-E1-F3 

BLASTX 

gll70092 

410 

3.0e-40 

94 

84 

GLUTATHIONE S-TRANSFERASE IV (GST-IV) (GST-27) (CLASS PHI) 

>gi_1076807_pir S52037 glutathione transferase (EC 

2.5-1.18) 27K chain - maize >gi_529015 (U12679) glutathione 
S-transferase IV [Zea mays] >gi_695789_emb_CAA56047_ 
(X79515) glutathione transferase [Zea mays] 

>gi_1094 866_prf 2106424A glutathione 

S-transferase :ISOTYPE-IV [Zea mays] 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



290628 

LIB143-013-Q1-E1-F8 

BLASTX 

g3859536 

207 

2.0e-16 
87 



40397 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49 

(AF095453) 



asparagine synthetase [Arabidopsis thaliana] 



290629 

LIB143-013-Q1-E1-G8 

BLASTX 

g3548802 

318 

2.0e-29 

148 

44 

{AC005313) axi 1-like protein [Arabidopsis thaliana] 
>gi_4335769_gb_AAD17446_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 



Seq. No. 


290630 


Seq. ID 


LIB143-013-Q1-E1-H5 


Method 


BLASTX 


NCBI GI 


g3264596 


BLAST score 


142 


E value 


5 . Oe-09 


Match length 


71 


% identity 


51 


NCBI Description 


(AF057183) putative tonoplast 


Seq. No. 


290631 


Seq. ID 


LIB143-014-Q1-E1-D9 


Method 


BLASTX 


NCBI GI 


gl707980 


BLAST score 


146 


E value 


8 . Oe-10 


Match length 


43 


% identity 


63 


NCBI Description 


GLUTAREDOXIN >gi 1084458 pir 




thioltransf erase - Rice >gi 4 




glutaredoxin [Oryza sativa] 


Seq. No. 


290632 


Seq. ID 


LIB143-014-Q1-E1-E6 


Method 


BLASTX 


NCBI GI 


g3986691 


BLAST score 


194 


E value 


3.0e-29 


Match length 


106 


% identity 


67 


NCBI Description 


(AF101421) heat shock protein 


Seq. No. 


290633 


Seq. ID 


LIB143-014-Q1-E1-G1 


Method 


BLASTN 


NCBI GI 


g311238 


BLAST score 


136 


E value 


2.0e-70 


Match length 


312 


% identity 


74 


NCBI Description 


Z.mays catl gene for catalase 



exnb CAA54397 {X77150) 



40398 





^ -7 U V ^ 


Sea. ID 


LIB143-015-Q1-E1-B3 


Method 


BLASTX 






RT.AST «?rnrp 

j_j ■±j.r\kj X o w j_ \3 


329 


E value 


5.0e-31 


Match length 


75 






Mr^RT n^Qr'T'T Ti+* i on 


14-3_^_T,TKF PROTRTN GF14-6 >ai 998430 bbs 164522 fS771331 




\3£ X *1 U — X^i O J pXWL.vr;XIl ilvJiUL/X\_^y t_ijCCl ilLdy 13 / zVXlOW^ xtr^l — HwLt; / ^ \J 




CLu. J |_ CJ\ZiCL XltCi y O J 




^1, ^ U OO J 


Seq. ID 


LIB143-015-Ol-El-ni 

XJ X X ^ ^ \y X X i_J X X 


Mpthofi 


BLASTX 


NCBT GI 


al814403 


BLAST score 


190 


E value 


2.0e-14 




86 




SI 


LNLfD± UeSCiiptiOIl 


\U0^00-?j III© Uiiioiiine syntiidoG [iYicociiuLJxydXiLiicxuuiiL 




l^x y O udX X -LilLULL J 








T.TR1 43-01 S-OI -Fl -F1 0 


M^i" Vi oH 




riK^Ol. KJJ. 








J-j V d J- Lie 


1 Ofi-1 0 
X • XW 


Match length 


64 


% identity 


53 








CITTRHMTT' RTTT ZiTfrri-. PRATT TTsT 9 "b-rr-i 91*^77^9 rs-i v 11^7190 «3Tna 1 1 




IlUOXcdx xXiJOIlUCXcOpxOCcill dUXXXXaxy XdOLOx U£. lUvJlioc 




>ai 927fi59 db-i RAA08143 (Y)4^90^) T79;^f1— rs9 FMns mn^nilnsl 

y X Zf t \j ^ \JLK^ \ j-jxixi w uxrxo./ \i-/^<^^w<_/y d x x _i_ o ^ [_ ix o ill kjl o ^ ux ulo j 


O • LN (J ■ 


9Q0^^37 


Sea TD 


LIB143-016-Ol-El-r3 

XJX LJ X ^ W X VJ ^y/ X 1_| X Vu* 


MAi~hnd 


BLASTX 


NCBI GI 


gl019946 


BLAST score 


202 


ill V CL J- Lie 


•J » Ut^ X u 




ft Q 




f± D 


M O T o V* 1 1^ 4* 1 n 

iN^^ijx uescrxpuion 


^uo/uou; ascoxjjdL.e pexoxxu.dSe L^ossypxuiu nxxsuLumj 


oeq • iNO • 




Spa TD 


LTR1 43-01 6-01 -F.I -r)4 

XJXX^X^O UX\J J-jX 


lie 


RLA9TY 


NCBI GI 


a4581108 




X u u 


E value 


1. Oe-11 


Match length 


80 


% identity 


55 


NCBI Description 


{AC005825) putative chloroplast outer membrane protein 




8 6, also very similar to GTP-inding protein from pea 




{GB:L36857) [Arabidopsis thaliana] 



40399 



spa No 


290639 


Sea ID 


LIB143-016 


MpI" Vi 

Lie L.i.XV.i'^ 


RT.ASTX 


NCBI GI 


g2651303 


BLAST score 


194 




7 np-1 s 




*J o 








^ cL\j \J U ^ D JXj } 




X. 11 a. XI 0.11 a. J 


O C • iM • 


^ \J \j rt \J 


Spa ID 


LTB143-016 

XlXXJXrii^ \J J- KJ 


Method 


BLASTX 


NCBI GI 


g4581139 


RT.A'^T «5pnTP 


386 


W T7a 1 no 

Hj V C3.-L Lit- 






XO / 


^ J. Lit^il U J. Uy 










^ ^ U D X 


9pa in 


XiXDXriO UXO 


MpI" hoH 


BLASTX 


NCBI GI 


g418854 


BLAST score 


575 


E value 


2,0e-59 


Match length 


117 


% identity 


18 


NCBI Description 


iibiquitin 



putative potassium transporter [Arabidopsis 



putative ABC transporter [Arabidopsis thaliana] 



cursor - parsley >gi_288112_emb_CAA45621_ 
{X64344) polyubiquitin [Petroselinum crispum] 
>gi_288114_einb_CAA45622_ (X64345) polyubiquitin 
[Petroselinum crispum] 



Seq. No. 


290642 


Seq. ID 


LIB143-017-Q1-E1-C4 


Method 


BLASTX 


NCBI GI 


g532623 


BLAST score 


275 


E value 


2.0e-34 


Match length 


127 


% identity 


62 


NCBI Description 


(L35913) lipase [Zea mays] 


Seq, No. 


290643 


Seq. ID 


LIB143-017-Q1-E1-D12 


Method 


BLASTX 


NCBI GI 


g629641 


BLAST score 


386 


E value 


2.0e-37 


Match length 


91 


% identity 


80 


NCBI Description 


PsHSC71.0 protein - garden 



a >gi_107 6530_pir S53500 

HSC71.0 protein - garden pea >gi_473217_emb_CAA83548_ 
{Z32537) PSHSC71.0 [Pisim sativum] 



40400 



kJ O • IN W • 


290644 


Sea ID 


LIB143-017-Q1-E1-D4 


Method 


BLASTX 


NCBI GI 


gl68424 


BLAST score 


369 


R 1 IIP 


2 Oe-35 


Mri+"oh 1 pncrt*h 


113 




67 


NCBI Descrintion 

\^ U J. kJ ^ U- k> L. -L. W 11 


fM59449^ oolvoeotide 


o t:^ • IN • 


U 1 ^ 


5^pa TD 

w ^ M • ^ LJ 


LIB143~017-Ol-El-G12 


Method. 


BLASTN 


NCBI GI 


g4580720 


BLAST score 


50 


E value 


4.0e-19 


Match length 


62 


% identity 


95 


NCBI Description 


Urochloa panicoides 



(PCK4) gene, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290646 

LIB143-017-Q1-E1-G2 

BLASTX 

g4371280 

307 

4,0e-28 

74 

81 

(AC006260) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290647 

LIB143-017-Q1-E1-G4 

BLASTX 

gll84776 

471 

2.0e-47 

90 

98 

(U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC4 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290648 

LIB143-017-Q1-E1-H8 

BLASTX 

g2213583 

219 

8.0e-18 

105 
47 

(AC000348) T7N9.3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



290649 

LIB143-018-Q1-E1-D8 

BLASTX 

g2435518 

176 



40401 



II 



E value 
Match length 
.% identity 
NCBI Description 



l.Oe-12 

62 

63 

{AF024504) contains similarity to C3HC4-type zinc fingers 
[Arabidopsis thaliana] 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290650 

LIB143-018-Q1-E1-E1 

BLASTX 

g3522956 

201 

l.Oe-15 

55 

55 

(AC004411) putative pectinacetylesterase precursor 
[Arabidopsis thaliana] 

290651 

LIB143-018-Q1-E1-E11 

BLASTX 

g4582468 

269 

l.Oe-23 

58 

88 

{AC007071) putative 40S ribosomal protein; contains 
C-terminal domain [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290652 

LIB143-018-Q1-E1-F6 

BLASTX 

g2583126 

298 

2.0e-31 
115 
60 

{AC002387) 
thaliana] 



putative DNA repair protein (RAD57) [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



290653 

LIB143-018-Q1-E1-H9 

BLASTN 

g3821780 

35 

4.0e-10 

35 

100 

Xenopus laevis cDNA clone 27A6-1 
290654 

LIB143-019-Q1-E1-B4 

BLASTX 

gll2994 

401 

3.0e-39 

84 

94 



40402 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82 685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



290655 

LIB143-019-Q1-E1-B5 

BLASTX 

g4426617 

173 

l.Oe-12 

57 
61 

{AF099203) cysteine endopeptidase precursor 



[Oryza sativa] 



290656 

LIB143-019-Q1-E1-D12 

BLASTX 

gl35398 

626 

2.0e-65 

116 
100 

TUBULIN ALPHA-1 CHAIN >gi_82731_pir S15773 tubulin alpha-1 

chain - maize >gi_22147_emb_CAA33734__ (X15704) 
alphal-tubulin [Zea mays] 



Seq. No. 


290657 


Seq. ID 


LIB143-019 


Method 


BLASTX 


NCBI GI 


g2760349 


BLAST score 


523 


E value 


2.0e-53 


Match length 


123 


% identity 


17 


NCBI Description 


{U84969) u] 


Seq. No. 


290658 


Seq. ID 


LIB143-019 


Method 


BLASTX 


NCBI GI 


g2827002 


BLAST score 


175 


E value 


9,0e-21 


Match length 


114 


% identity 


50 


NCBI Description 


(AF005993) 


Seq. No. 


290659 


Seq. ID 


LIB143-020 


Method 


BLASTX 


NCBI GI 


gll2994 


BLAST score 


247 


E value 


3.0e-21 


Match length 


75 


% identity 


68 



HSP70 [Triticum aestivum] 



40403 




NCBI Description GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04 536 embryonic abundant protein, 

glycine-rich - maize >gi_22313__emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi__226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Matcli length 

% identity 

NCBI Description 



290660 

LIB143-020-Q1-E1-D11 

BLASTX 

g2191166 

250 

2.0e-21 

73 

67 

(AF007270) 
thaliana] 



A IG002P16.15 gene product [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290661 

LIB143-020-Q1-E1-F2 

BLASTX 

gl20670 

191 

4.0e-15 

46 

80 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_100879_pir S06879 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) C - maize 





>gi_295853_emb_CAA33620_ (X155 


Seq. No. 


290662 


Seq. ID 


LIB143-020-Q1-E1-F5 


Method 


BLASTX 


NCBI GI 


gl321661 


BLAST score 


267 


E value 


2.0e-23 


Match length 


75 


% identity 


69 


NCBI Description 


(D45423) ascorbate peroxidase 


Seq. No. 


290663 


Seq. ID 


LIB143-020-Q1-E1-G2 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


34 


E value 


2.0e-09 


Match length 


34 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



290664 

LIB143-020-Q1-E1-H11 

BLASTX 

g3719211 

197 

2.0e-22 



40404 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



91 
65 

(U97021) 



UIP2 [Arabidopsis thaliana] 



290665 

LIB143-021-Q1-E1-C9 

BLASTX 

gl762130 

169 

3.0e-12 

88 
48 

(U4 6136) chaperonin- 



60 beta subunit [Solanum tuberosum] 



290666 

LIB143-021-Q1-E1-E10 

BLASTN 

g296593 

56 

l.Oe-22 

76 

93 

H. vulgare pZE40 gene 
290667 

LIB143-021-Q1-E1-E2 

BLASTN 

gll84773 

94 

7.0e-46 

114 

96 

Zea mays glyceraldehyde-3-phosphate dehydrogenase GAPC3 
(gpc3) mRNA, complete cds 

290668 

LIB143-021-Q1-E1-F11 

BLASTX 

g3986289 

177 

7.0e-13 

58 
59 

(AB017357) 
batatas] 



L-Galactono-1, 4-lactone dehydrogenase [Ipomoea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290669 

LIB143-021-Q1-E1-F3 

BLASTN 

g22165 

43 

5.0e-15 

200 

82 

Maize gene for mitochondrial 
translocator (ANT-Gl) 



adenine nucleotide 



40405 



II 



Qprr No 
o • w • 


290670 


Seq. ID 


LIB143-021-Q1-E1-G4 


Method 


BLASTN 


NCBI GI 


a259442 

^ 'Srf' ^ ^ T ^ 


BLAST score 


37 


E value 


2.0e-ll 


Ms'hph 1 pnn"t*hi 


56 




91 

J X 


Nr'RT Dp <=!PT'i nl" 1 nn 


nl vpi np— r i ph ■Dfotein -fplonp atGRP— IV fArabidoosis thaliana 




C24 mRNA Partial, 740 ntl 


O C • L\\J t 


290671 


Seq. ID 


LIB143-022-Q1-E1-C5 


Method 


BLASTX 


NCBI GI 


a710626 


BLAST score 


189 


■p* 1 ne 


3.0e-14 


Match length 


72 


% identity 


58 


MP'RT np cir'r'i Ti+" 1 on 

LNV^OX C O ^X X C-L V^ii 


^0*^071 9^ F.RDl R nrni-p-i n f Ar^^hi Hon^-i =i thalianal >ai 3241941 




fACnn462S^ fiphvHra t* "i nn — 1 nHn ppH nrntpin F.RDI B f Arahi doosi s 




L-iiaXXcLlicl J x'yx JO^*iXOX ^rlOU U O U t)^ ^ ilir\L/Xo ^xt.j'L.CXii L rax CtiJ X W O X 




t hal iana 1 


O q • IN U • 




^prr TD 


T.TR1 43-022-01 -Fl -F2 

±JX£jX*3<J VJ ^ W-^ i-J X 


Tk/lpi" Vi 

lie; L-iiLW^uL 


RT.ASTX 


NCBI GI 


g22166 


BLAST score 


225 


Hi V CL -L U.C 


X a VJC X O 








so 


iMK^OJL i^CfO ox UX ^Xi 


^"71 1 ^ aHp"n nnp nnr'l PO"i~ tHp ■hr'anc^lor^a'hr^'r f^.pa Tna\7^1 




2Qnfi73 


Seq, ID 


LTB14 3-022-O1-E1-E4 


Method 


BLASTN 


NCBI GI 


gl498596 


BLAST score 


100 


Hj V dX Lit; 






34fi 
J *± o 


O XV-t^iJ. L. X L. 


o ^ 


NCBI De^crint inn 


7pa TTiP^vc; "nhn^iDhnl i ni d ■t~TP9n*=!"Fp'r nTn1~P'i'n mRNA pnTrrnlptp nds 


Qtfarr Kin 


^ _? V O / *± 


Seq. ID 


LIB143-022-O1-E1-H3 


Mp'hhod 


BLASTN 


NCBI GI 


g22192 


BLAST score 


43 


E value 


D • ue xo 




71 

/ X 


^ xQennxi-y 




NCBI Description 


Z.mays B-I gene for B transcriptional activator 


Seq. No. 


290675 


Seq. ID 


LIB143-022-Q1-E1-H9 


Method 


BLASTN 



40406 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl514952 
40 

3.0e-13 

72 

89 

Rice seedling mRNA for cysteine proteinase, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290676 

LIB143-023-Q1-E1-C1 

BLASTX 

g3882355 

452 

4.0e-45 

106 

78 

(U92460) 12-oxophytodienoate reductase OPRl 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290677 

LIB143-023-Q1-E1-E9 

BLASTX 

g3342802 

141 

5.0e-09 

55 

58 

(AF061838) putative cytosolic 
dehydrogenase [Zea mays] 



6-phosphogluconate 



Seq. No. 


290678 




Seq. ID 


LIB143-023- 


-Q1-E1-G8 


Method 


BLASTX 




NCBI GI 


g2982320 




BLAST score 


252 




E value 


l.Oe-21 




Match length 


98 




% identity 


50 




NCBI Description 


{AF051245) 


hypothet 


Seq* No. 


290679 




Seq. ID 


LIB143-023- 


-Q1-E1-G9 


Method 


BLASTN 




NCBI GI 


g3821780 




BLAST score 


35 




E value 


4.0e-10 




Match length 


35 




% identity 


100 




NCBI Description 


Xenopus laevis cDNA 


Seq. No. 


290680 




Seq. ID 


LIB143-023- 


-Q1-E1-H4 


Method 


BLASTX 




NCBI GI 


g2501790 




BLAST score 


206 




E value 


3.0e-16 




Match length 


75 




% identity 


57 





40407 



NCBI Description 



(U86072) omega-6 fatty acid desaturase [Petroselinum 
crispum] 



Seq, No. 


290681 


Seq. ID 


LIB143-023 




OXltiO 1 a. 




go X i?^u 


jDiiiioi score 


000 


ill vaxue 


o . ue x^ 


LYiatcfi xeny L.n 




^ XCLeiiLXUy 




KIPRT Fifi <5 r' T"i Tit* T r^n 


c L. d o y -L 


Seq. No. 


290682 


Seq. ID 


LIB143-024 


HivJvJ. 






y^ / UUO^O 


1 score 




Hi VCLXLLC 


J. • vjt:; J. 


ixiat.cn reng cn 




% identity 






^rl^^UvJZXOU ; 


Seq. No. 


290683 


Seq. ID 


LIB143-024 


ixie unoa 


"RT ZX QTY 




gx / u /uiy 


oLAoi score 




E value 


y . ue— lo 


Match length 


1 1 Q 


-5 laenLiLy 


4U 


lnl-dx ueocrxp LJLon 


lu/O/zx^ n 


Seer No 


290684 

U VJ vj T 


Seq. ID 


LIB143-024 


Method 


BLASTX 


NCBI GI 


g3776559 


BLAST score 


487 


E value 


3.0e-49 


Match length 


116 


% identity 


77 


NCBI Description 


{AC005388) 



radish 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cdc2 protein kinase homolog from A. thaliana BAG 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 

290685 

LIB143-024-Q1-E1-E10 

BLASTX 

g4567226 

220 

7.0e-18 

96 

59 

(AC007119) unknown protein [Arabidopsis thaliana] 



Seq. No. 



290686 



40408 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB143-024-Q1-E1-F12 

BLASTX 

gl815660 

371 

l.Oe-35 

100 
74 

(U83669) low molecular mass heat shock protein Oshspl7.3 
[Oryza sativa] 



Oe<5* WO. 


290687 




oeq. ±iJ 


LIB143-024- 


-Q1-E1-G4 


LYlcT-IlOQ 


BLASTX 






gl841355 




BLAST score 


186 




E value 


3.0e-16 




Match length 


59 




% identity 


71 




NCBI Description 


(D85381) cytochrome 




sativa] 




Seq. No, 


290688 




beq. iU 


LIB143-025- 


-Q1-E1-A3 


Method 


BLASTX 






g3935181 




BLAST score 


183 




E value 


l.Oe-13 




Match length 


43 




% identity 


79 




NCBI Description 


{AC004557) 


F17L21.24 


Seq, No. 


290689 




Seq. ID 


LIB143-025- 


-Q1-E1-A4 


Method 


BLASTX 




NCBI GI 


g232031 




BLAST score 


298 




E value 


4.0e-27 




Match length 


79 




% identity 


73 




NCBI Description 


ELONGATION 


FACTOR 1 



c oxidase subunit Vb precursor [Oryza 



[Arabidopsis thaliana] 



BETA' >gi_322851_pir S29224 

translation elongation factor eEF-1 beta' chain - rice 
>gi_218161_dbj_BAA02253_ (D12821) elongation factor 1 beta' 
[Oryza sativa] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290690 

LIB143-025-Q1-E1-A7 

BLASTX 

g584795 

188 

3.0e-30 

98 

78 

PLASMA MEMBRANE ATPASE 3 (PROTON PUMP) >gi_170295 (M80490) 
plasma membrane H+ ATPase [Nicotiana plumbaginifolia] 



Seq. No. 
Seq. ID 



290691 

LIB143-025-Q1-E1-B2 



40409 





OJLLri.O ± £^ 




nl Q9PQQ1 


BLAST score 


179 


E value 


4.0e-13 


iYiducn xeng L.n 


fid 

oft 


& T /TS 1^ "^^ 1 T T 

•6 lueni-iuy 


D 0 


NCBI Description 


^uyzoio; neai- snocK protein /u precuxtjox 




la.na.uUS j 


beq. NO. 




oecj. ±u 


J-ild'l.J UZQ yi Jill £ ±£, 






NCBI GI 


g3763849 


BLAST score 


415 


ill vame 


1 rio— 40 
1 • ue 4i u 


iYiaucn iengTi.n 


j7 / 


% identity 


fi Q 
O 


lnuJjI uescnpuion 


VrVDUlOJ/ I } edriy IlOClUllIl [^ly-^^ ocluXVclJ 


oeq* INC. 




oeCJ. lU 


lilDl^O UZvJ^l £j1 c y 




■RT a^TV 


KfpOT (IT 




BLAST score 


240 


E value 


l,0e-20 


Match length 


81 


% identity 


60 


NCBI Description 


(AC0G0106) Similar to Schizosaccharomyces 



[Citrullus 



factor (gb_U88525) . EST gb_T04310 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 


290694 


Seq. ID 


LIB143-025-Q1-E1-G6 


Method 


BLASTX 


NCBI GI 


g3821793 


BLAST score 


426 


E value 


3.0e-42 


Match length 


80 


% identity 


96 


NCBI Description 


(Y11526) casein kinase II 


Seq. No. 


290695 


Seq. ID 


LIB143-025-Q1-E1-H1 


Method 


BLASTX 


NCBI GI 


gl362026 


BLAST score 


157 


E value 


2.0e-19 


Match length 


98 


% identity 


52 


NCBI Description 


probable serine/threonine 




2.7.1.-) BSKl - rape >gi_. 



[Zea mays] 



372 {L12393) serine/threonine 

protein kinase [Brassica napus] >gi__1097353_prf 2113401A 

protein kinase [Brassica napus] 



Seq. No. 
Seq. ID 
Method 



290696 

LIB143-026-Q1-E1-A5 
BLASTX 



40410 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g464734 
233 

9.0e-20 
56 
82 

ADENOSYLHOMOCYSTEINASE 
HYDROLASE) (ADOHCYASE) 
adenosylhomocysteinase 
>gi_407412_einb_CAA81527__ (Z26881) 
hydrolase [Catharanthus roseus] 



(S-ADENOSYL-L-HOMOCYSTEINE 

>gi_481237_pir S3837 9 

(EC 3.3,1.1) - Madagascar periwinkle 
S-adenosyl-L-homocysteine 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



290697 

LIB143-026-Q1-E1-C3 

BLASTX 

g3510259 

267 

2.0e-23 

68 

74 

(AC005310) putative inorganic pyrophosphatase [Arabidopsis 
thaliana] >gi_3522960 (AC004411) putative inorganic 
pyrophosphatase [Arabidopsis thaliana] 

290698 

LIB143-026-Q1-E1-D1 

BLASTX 

g730456 

244 

7.0e-21 

81 

58 

40S RIBOSOMAL PROTEIN S19 
290699 

LIB143-026-Q1-E1-D11 

BLASTX 

g3004950 

269 

6.0e-24 

89 

65 

(AF037061) tonoplast intrinsic protein; ZmTIPl [Zea mays] 
290700 

LIB143-026-Q1-E1-E2 

BLASTX 

g4056490 

168 

9.0e-12 

93 

49 

(AC005896) hypothetical protein [Arabidopsis thaliana] 
290701 

LIB143-026-Q1-E1-G10 

BLASTX 

g3319372 



40411 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



265 

4.0e-23 

134 
42 

(AF077409 
r vt . hmm. 



similar to reverse transcriptases (PFam: 
score: 60.13) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290702 

LIB143-026-Q1-E1-G2 

BLASTX 

gl35398 

149 

7.0e-10 

37 

78 

TUBULIN ALPHA- 1 CHAIN >gi_82731_pir_ 
chain - maize >gi_22147_emb_CAA33734_ 
alphal-tubulin [Zea mays] 



S15773 tubulin alpha-1 
(X15704) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290703 

LIB143-026-Q1-E1-G3 

BLASTX 

gl709970 

408 

4.0e-40 

113 
71 

60S RIBOSOMAL PROTEIN LlOA 



Seq. No. 


290704 


Seq. ID 


LIB143-026-Q1-E1-H11 


Method 


BLASTX 


NCBI GI 


g4512667 


BLAST score 


221 


E value 


3.0e-18 


Match length 


96 


% identity 


47 


NCBI Description 


(AC006931) putative MAP kinase [Arabidopsis thaliana] 


Seq. No. 


290705 


Seq. ID 


LIB143-026-Q1-E1-H5 


Method 


BLASTX 


NCBI GI 


g2245001 


BLAST score 


141 


E value 


4.0e-13 


Match length 


64 


% identity 


60 


NCBI Description 


(Z97341) similarity to NADH dehydrogenase (ubiquinone) 




[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



290706 

LIB143-026-Q1-E1-H6 

BLASTX 

g3980383 

301 

2.0e-27 
71 



40412 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75 

(AC004561) unknown protein [Arabidopsis thaliana] 
290707 

LIB143-G27-Q1-E1-C2 

BLASTN 

g2282583 

66 

6.0e-29 
130 



Zea mays elongation factor 1-alpha 
cds 



(EFl-A) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290708 

LIB143-027-Q1-E1-D2 

BLASTN 

g602605 

132 

2.0e-68 

212 

48 

Zea mays tandem genes for alphal-tubulin and alpha2-tubulin 
290709 

LIB143-028-Q1-E1-B11 

BLASTN 

g300082 

175 

4,0e-94 

179 

99 

hsp82=82 kda heat shock protein [Zea mays, seedling, 
leaves, Genomic, 3468 nt] 



Seq. No. 


290710 


Seq. ID 


LIB143-028-Q1-E1-F3 


Method 


BLASTX 


NCBI GI 


gl747294 


BLAST score 


245 


E value 


2.0e-21 


Match length 


50 


% identity 


100 


NCBI Description 


(D45383) vacuolar H+-pyroph< 


Seq. No. 


290711 


Seq. ID 


LIB143-028-Q1-E1-F7 


Method 


BLASTN 


NCBI GI 


g426481 


BLAST score 


141 


E value 


l.Oe-73 


Match length 


153 


% identity 


98 


NCBI Description 


Zea mays alpha-amylase mRNA, 


Seq, No. 


290712 


Seq. ID 


LIB143-029-Q1-E1-C2 



40413 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4191775 

413 

7.0e-41 

85 
79 

(AC005917) 



putative acyl-CoA cholesterol acyltransf erase 



[Arabidopsis thaliana] 
290713 

LIB143-029-Q1-E1-D7 

BLASTN 

g4416300 

40 

2.0e-13 

136 
82 

Zea mays chromosome 4 22 kDa 
region, complete sequence 



zein-associated intercluster 



290714 

LIB143-029-Q1-E1-H1 

BLASTX 

gl20670 

259 

8.0e-23 

73 

71 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_100879_pir S06879 glyceraldehyde-3-phosphate 

dehydrogenase {EC 1.2,1.12) C - maize 
>gi_295853_emb_CAA33620_ (X15596) GAPDH [Zea mays] 



290715 

LIB143-030-Q1-E1-A2 

BLASTX 

gl076761 

227 

l.Oe-18 

90 

51 

AWJL172 protein - wheat >gi_ 
AWJL172 [Triticum aestivum] 



551208 emb CAA57132 (X81367) 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290716 

LIB143-030-Q1-E1-A7 

BLASTX 

g4455223 

401 

4,0e-39 

128 

62 

(AL035440) putative DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq, TD 



290717 

LIB143-030-Q1-E1-B2 



40414 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl34228 

146 

2.0e-09 

46 

67 

GTP-BINDING PROTEIN SASl >gi_10224 l_pir ^A34716 GTP-binding 

protein SASl - slime mold (Dictyostelium discoideum) 
>gi_167877 (M34457) GTP-binding protein (SAS2) 
[Dictyosteliiam discoideiom] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290718 

LIB143-030-Q1-E1-B8 

BLASTN 

g2274987 

47 

3.0e-17 

92 

87 

Hordeum vulgare mRNA for expressed sequence tag 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290719 

LIB143-030-Q1-E1-C8 

BLASTX 

g4263707 

383 

5.0e-37 

136 

54 

(AC006223) putative 70kD heat shock protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290720 

LIB143-030-Q1-E1-E10 

BLASTX 

gll3621 

205 

2.0e-16 

58 

66 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68196_pir ^ADZM f ructose-bisphosphate aldolase (EC 

4.1,2.13), cytosolic - maize >gi__168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366__ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290721 

LIB143-030-Q1-E1-E11 

BLASTX 

gll84774 

193 

4.0e-15 

65 

74 

{U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 



40415 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290722 

LIB143-030-Q1-E1-E2 

BLASTX 

g2119187 

417 

5.0e-41 

86 
94 

transmembrane protein, glucose starvation-induced - maize 
>gi_575731_emb_CAA57 955_ {X82633) transmembrane protein 
[Zea mays] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290723 

LIB143-030-Q1-E1-E9 

BLASTN 

gll84773 

97 

4.0e-47 

157 
90 

Zea mays glyceraldehyde-3-phosphate dehydrogenase GAPC3 
(gpc3) mRNA, complete cds 



Seq. No. 


290724 


Seq. ID 


LIB143-030 


Method 


BLASTX 


NCBI GI 


g4432837 


BLAST score 


150 


E value 


l.Oe-09 


Match length 


44 


% identity 


68 


NCBI Description 


{AC006283) 


Seq. No. 


290725 


Seq, ID 


LIB143-030 


Method 


BLASTX 


NCBI GI 


g4056502 


BLAST score 


369 


E value 


2.0e-35 


Match length 


100 


% identity 


71 


NCBI Description 


(AC005896) 


Seq. No, 


290726 


Seq. ID 


LIB143-030 


Method 


BLASTX 


NCBI GI 


g3450893 


BLAST score 


169 


E value 


5.0e-12 


Match length 


46 


% identity 


72 


NCBI Description 


{AF084005) 



-Q1-E1-G6 



hypothetical protein [Arabidopsis thaliana] 



-HIO 



4 OS ribosomal protein S5 [Arabidopsis thaliana] 



-Ql-El-Hll 



ras-like small monomeric GTP-binding protein 
[Avena fatua] 



Seq. No. 
Seq. ID 



290727 
, LIB143-030-Q1-E1-H3 



40416 



Method 


II 

BLASTX 


NCBI GI 


gll69534 


BLAST score 


166 


E value 


4.0e-12 


Match length 


64 


% identity 


55 


NCBI Description 


ENOLASE 



{2-PHOSPHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_542019_pir S39203 

phosphopyruvate hydratase (EC 4.2,1.11) - castor bean 
>gi_433609_enib_CAA82232_ (Z28386) 
communis] 



enolase [Ricinus 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290728 

LIB143-031-Q1-E1-A3 

BLASTX 

g2286153 

289 

3.0e-26 

75 

83 

(AF007581) cytoplasmic malate dehydrogenase [Zea mays] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290729 

LIB143-031-Q1-E1-C2 

BLASTX 

g3445208 

225 

4.0e-31 

99 

69 

(AC004786) putative amino-acid acetyltransf erase 
[Arabidopsis thaliana] 

290730 

LIB143-031-Q1-E1-D2 

BLASTX 

g2160692 

155 

3.0e-19 

84 

58 

(U73527) B' regulatory subunit of PP2A [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Seq. ID 
Method 



290731 

LIB143-031-Q1-E1-D4 

BLASTX 

g3135543 

179 

l.Oe-13 

49 

76 

(AF062393) aquaporin [Oryza sativa] 
290732 

LIB143-031-Q1-E1-F5 
BLASTX 



40417 



NCBI GI 


g554565 


BLAST score 


328 


ILl V -L. \J„ 


1 . Oe-30 




82 


^ XvJlcIlLXUy 


/ o 


WCBT Descrintion 


fM248891 alutathione S— transferase TArtificial aenel 


Ciarr Mo 
o c • J.>i w • 


^ -7 / -JO 


Sea ID 


LIB143-031-O1-E1-G10 


Method 


BLASTN 


NCBI GI 


g22292 


BLAST score 


46 


Hi V ciJ- U-t; 


J • UtS X / 




74 


o -L tits 1 1 L -L (- y 


-7 X 


NPRT Dp "^^PT 1 D'h 1 on 

\^ U J- J_y O J_ J_ <w _L W 1 i. 


Z Tn;=5v*=5 TnRKTA "Fn?" rrl vr*! np— T"i ph D7"otP»"in 


kj • LN kj* • 




?^pa ID 


LIB143-031-O1-E1-G6 

i_l J. U J. ^ ^ U X ^X Hi J- 


Mptbod 


BLASTN 


NCBI GI 


a4140643 


BLAST score 


71 


E value 


l.Oe-31 




^ ^ 




O *i 


LNL-DJ. uescj- ip i_ion. 


iiea inays cosiiixa xx.ziijxu Kua axpna zein gene cxusi- 




OtJIlipXcLc ocCJUCllOtr 


oeCJ • LNO • 


z y U / 


C/arr TF) 


T.TR1 4^-0^9-01 -F1 -P*^ 

XiXDX*±0 VJOi. ^X Zil. 


Mp"!" HoH 

L L-iiwUI. 




NCBI GI 


g4097340 


BLAST score 


221 


Hi VC1XU.C; 


O • xo 




4 


^ iaeni,ii,y 




"MPRT Df^c^r'T* 1 ni" 1 on 

INV^OX l^CO ox X^ L-XOll 


^u*j/uo;7y iiy VJ.X u^iivjAjxo xiUjjti. xxa,c ^xuutsxii [wxy^-ct octL-xvcij 


Cq/t kFo 


Z. -7 U 1 0\J 


S^a ID 


TiTRI 43-032-01 -F1 -04 


Method 


BLASTN 


NCBI GI 


gl944204 


BLAST score 


36 


J-J V CL X U.Cr 


/ • XX 




R2 


^ xtxciiT-x cy 




inV_*IjX JJc o ox X£J u X wii 


wxyzd. oduXVo. Iilr\LNr\ XOx JaXCLYII / COmpxe^e CU.i3 


OCCJ. LNO. 


9 Qn7 '^7 


Seq. ID 


XlXLJXIv^ VsJ^ >^X £liX £XX 


Method 




NCBI GI 


g3334259 


BLAST score 


186 


E value 


5.0e-14 


Match length 


46 


% identity 


72 


NCBI Description 


WD-40 REPEAT PROTEIN MSI4 >gi 2599092 (AF028711) WD- 



40 



40418 



repeat protein MSI4 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290738 

LIB143-032-Q1-E1-F5 

BLASTX 

g3790188 

299 

9.0e-43 

128 
73 

(Y14431) NAD-dependent isocitrate dehydrogenase [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290739 

LIB143-032-Q1-E1-H11 

BLASTN 

gl658314 

46 

9.0e-17 

62 

94 

O.sativa osr40g3 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290740 

LIB143-032-Q1-E1-H2 

BLASTX 

g3309243 

387 

2.0e-37 

114 

67 

(AF073507) aconitase-iron regulated protein 1 [Citrus 
limon] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290741 

LIB143-033-Q1-E1-B10 

BLASTX 

g4455338 

345 

l.Oe-32 
117 

55 

(AL035525) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



290742 

LIB143-033-Q1-E1-D1 

BLASTN 

g4584956 

65 

4.0e-28 

217 

84 

Zea mays heat shock protein 101 
290743 

LIB143-033-Q1-E1-D9 
BLASTX 



(HSPlOl) gene, complete cds 



40419 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g729762 
302 

l.Oe-27 

92 

72 

17.0 KD CLASS II HEAT SHOCK PROTEIN (HSP 18) 

>gi_477225_pir ^A48425 heat shock protein HSP18 - maize 

>gi_300079_bbs_130952 (S59777) HSP18=18 kda heat shock 
protein [Zea mays, Oh43, clone cMHSP18-l, Peptide, 154 aa] 
[Zea mays] 

290744 

LIB143-034-Q1-E1-C12 

BLASTX 

g3341685 

220 

7.0e-18 

80 
61 

(AC003672) unknown protein [Arabidopsis thaliana] 
290745 

LIB143-034-Q1-E1-C6 

BLASTX 

g3334222 

284 

2.0e-25 

87 

66 

4-HYDROXYPHENYLPYRUVATE DIOXYGENASE (4HPPD) (HPD) 
>gi_2695710_emb_CAA04245__ (AJ000693) 

4-hydroxyphenylpyruvate dioxygenase [Hordeum vulgare] 
290746 

LIB143-034-Q1-E1-D10 

BLASTX 

g730536 

257 

8.0e-23 

53 

94 

60S RIBOSOMAL PROTEIN L23 >gi_310933 (L18915) 
protein subunit L17 [Nicotiana tabacum] 



60S ribosomal 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290747 

LIB143-034-Q1-E1-D4 

BLASTX 

g417488 

350 

3.0e-33 

97 

72 

ALPHA-GLUCAN PHOSPHORYLASE, H ISOZYME (STARCH PHOSPHORYLASE 
H) >gi_100452_pir_A40995 starch phosphorylase (EC 2.4.1.1) 
H - potato >gi_169473 (M69038) alpha-glucan phosphorylase 
type H isozyme [Solanum tuberosum] 



40420 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290748 

LIB143-034-Q1-E1-F3 

BLASTX 

gl362162 

413 

l.Oe-42 

130 

59 

beta-glucosidase BGQ60 precursor - barley >gi_8Q4656 
(L41869) beta-glucosidase [Hordeum vulgare] 

290749 

LIB143-034-Q1-E1-F4 

BLASTN 

gl944204 

52 

2.0e-20 

68 

94 

Oryza sativa mRNA for RicMT, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290750 

LIB143-034-Q1-E1-H2 
BLASTX 
^629843 
451 

5.0e-45 

110 

83 

heat shock protein hsp70-4 - maize (fragment) 
>gi_498773_emb_CAA55183_ {X78414) heat shock protein 70 kDa 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290751 

LIB143-034-Q1-E1-H4 

BLASTX 

gll2994 

394 

2.0e-38 

86 

92 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir SO 4 53 6 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

290752 

LIB143-035-Q1-E1-C7 

BLASTX 

gll29145 

164 

7.0e-12 

38 

76 

(X75329) acetyl-CoA C-acyltransf erase [Mangifera indica] 



40421 



O ^ • ViKJ • 


290753 


*^pa ID 


LIB143-035-Q1-E1-D8 


Method 


BLASTX 


NCBI GI 


g2894534 
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NCBI GI 
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NCBI Description 


nxjosoiiiai protein Jj/ L'^oid.iiuiii LU-jjeiuouiLLj 


O e • IN O . 


^ _/ VJ / o o 


oec5« xu 


lilol^io U O O y 1 HjI r o 


Method 


Dliiio 1 A 




g J IZ / U 


BLAST score 


213 


E value 


l»0e-17 


iYiaTicii ienguii 


A 1 
ft 1 


^ iaenii,ii,y 




NCBI Description 


^UO I\lDUO\JiXlH,li IT £\(Jllijl IN ^O^/ilA Jrx\L/l ILllN OO 








[Oryza sativa] 


OxrtJ • INQ . 




ii^d^ • XL/ 


LIB143-035-O1-E1-F9 


Method 


BLASTN 


NCBI GI 


g758352 






Hj Value 


1 . ue 1 o 


Match length 




o xu^iiuxuy 




NCBI Description 


Z.mays mRNA for cysteine synthase 


Seq. No. 


290758 


Seq. ID 


LIB143-035-Q1-E1-G12 


Method 


BLASTX 


NCBI GI 


g322641 



S4 



40422 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



143 

5.0e-09 

76 

37 

beta-l,3-glucanase homolog (clone A6) - rape (fragment) 
>gi_17738_emb_CAA49513_ (X69887) beta-1, 3-glucanase 
homologue [Brassica napus] 



o C ^ • L^t • 


290759 
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T TRI 4 ^-O^f^-Ol -F1 -Al 1 
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% identity 
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NCBI Description 


neau snocK prorem i / . z luaxze -^yx z^oo q * 
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81 


NCBI Description 


Zea mays tonoplast intrinsic protein (ZmTI 




complete cds 


Seq. No. 


290763 


Seq. ID 


LIB143-036-Q1-E1-E6 


Method 


BLASTX 


NCBI GI 


g466172 


BLAST score 


293 


E value 


2.0e-29 


Match length 


110 



40423 



% identity 

NCBI Description 



69 

GTP-BINDING PROTEIN YPTM2 >gi_283056_pir_ 
- maize >gi 287835_einb_CAA4 4 919_ {X63278) 



_B38202 ypt family 
yptm2 [Zea mays] 



Seq. No. 


290764 


Seq. ID 


LIB143-036-Q1-E1-G2 
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Match length 


XUo 


-6 luenuity 


O 0 




Zj.llLayo lLlr\lNrT. XUX L.XciiiolU<z;lltX^XciXit^ ^XOLtJXli 


Seq. No. 


290766 


Seq. ID 


LIB143-036-Q1-E1-H1 


lyieT-xioci 


RT 2\QTV 




gioozozz 


bLAbi score 


c: "3 Q 


E value 




Match length 


1 1 T 
XX / 


% identity 


oo 


IM^^OX L/CO v^x X^ L XUll 


^J.VO_7Di.^ LX CtiioiUCiLUJX cLliO ^XtJLCXii [^V^XyZid 




^n'7'7'?Q'7^ +* v*a n QTnoTTnlrK'a Ti o r>vo"l~oH n \C\y'\t^^ 
\\J t LX Cl.iiOXLLoiLUjX dilc; ^XL-'LCXii L'.JXy^Cl 


Seq. No. 


290767 


oeq. xu 


T TRI 4"^ — 0^^7—01 — TTI — R7 
XiXDXftj UO/ yX liiX D/ 


lyietnoa 


rSliilo iA 




gzzyoooo 


RT.7\ QT* cir^mrc^ 


ICC 

X J o 


E value 


z • ue— xu 


Match length 


/ J 


-6 iueni-iuy 


>1 7 


LN^IjX ^x x^ L X^^ii 




Seq. No. 


290768 


Seq. ID 


LIB143-037-Q1-E1-C4 


Method 


BLASTX 


NCBI GI 


g3298474 


BLAST score 


208 


E value 


2.0e-17 


Match length 


103 


% identity 


56 


NCBI Description 


(AB012765) ovpl [Oryza sativa] 



Seq. No. 



290769 



40424 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB143-037-Q1-E1-F10 

BLASTX 

g629602 

185 

8.0e-14 

73 

48 

probable imbibition protein - wild cabbage 
>gi_488787_emb_CAA55893_ (X79330) putative imbibition 
protein [Brassica oleracea] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290770 

LIB143-037-Q1-E1-F8 

BLASTX 

g585202 

208 

3,0e-26 

65 

97 

GLUTAMINE SYNTHETASE ROOT ISOZYME 2 (GLUTAMATE- -AMMONIA 

LIGASE) >gi_481807_pir S39478 glutamate — ammonia ligase 

(EC 6.3.1.2) 1-2, cytosolic - maize 

>gi_434326_emb_CAA46720_ (X65927) glutamine synthetase [Zea 
mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290771 

LIB143-037-Q1-E1-G9 

BLASTX 

g3334320 

460 

5.0e-46 

131 

74 

40S RIBOSOMAL PROTEIN SA (P40) >gi_2444420 (AF020553) 
ribosome-associated protein p4 0 [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290772 

LIB143-037-Q1-E1-H1 

BLASTX 

gl362108 

383 

5,0e-37 

112 

71 

histone H3 homolog - 



common tobacco 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290773 

LIB143-037-Q1-E1-H11 

BLASTX 

g4510349 

180 

4.0e-13 

74 

51 

(AC006921) 
thaliana] 



putative bZIP transcription factor [Arabidopsis 



40425 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290774 

LIB143-037-Q1-E1-H12 

BLASTX 

g4510349 

143 

7.0e-09 

103 

40 

(AC006921) putative bZIP transcription factor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290775 

LIB143-038-Q1-E1-B10 

BLASTX 

g3157944 

428 

2.0e-42 

104 

79 

{ACQ02131) Very strong similarity to aminomethyltransf erase 
precursor gb_U797 69 from Mesembryanthemum crystallinum. 
ESTs gb_T43167, gb_T21076, gb_H36999, gb_T22773, 
gb_N38038, gb_T13742, gb_Z26545, gb__T20753 and gb_W43123 
come from this ge 

290776 

LIB143-038-Q1-E1-E4 

BLASTX 

g2191150 

144 

6.0e-09 

81 

51 

{AF007269) similar to mitochondrial carrier family 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290777 

LIB143-038-Q1-E1-F1 

BLASTX 

g4558591 

160 

6.0e-ll 

51 

57 

(AC006555) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290778 

LIB143-039-Q1-E1-C4 

BLASTX 

g548774 

181 

6.0e-14 

57 

65 

60S RIBOSOMAL PROTEIN L7A >gi_542158_pir S38360 ribosomal 

protein L7a - rice >gi_303855_dbj_BAA02156_ (D12631) 



40426 



ribosomal protein L7A [Oryza sativa] 



Seq. No. 290779 

Seq. ID LIB143-039-Q1-E1-C8 

Method BLASTX 

NCBI GI g4154352 

BLAST score 144 

E value 5.0e-09 

Match length 89 

% identity 37 

NCBI Description (AF110333) PrMC3 [Pinus radiata] 

Seq, No. 290780 

Seq, ID LIB143-039-Q1-E1-F8 

Method BLASTN 

NCBI GI g440170 

BLAST score 209 

E value l,0e-114 

Match length 296 

% identity " 99 

NCBI Description Z.mays (C6000237) trpA gene 

Seq, No. 290781 

Seq. ID LIB143-039-Q1-E1-G11 

Method BLASTX 

NCBI GI g2194119 

BLAST score 169 

E value 7.0e-12 

Match length 87 

% identity 43 

NCBI Description (AC002062) No definition line found [Arabidopsis thaliana] 

Seq. No. 290782 

Seq. ID LIB143-039-Q1-E1-G3 

Method BLASTX 

NCBI GI g4220479 

BLAST score 256 

E value 3.0e-22 

Match length 90 

% identity 59 

NCBI Description (AC006069) unknown protein [Arabidopsis thaliana] 

Seq, No, 290783 

Seq. ID LIB143-039-Q1-E1-G7 

Method BLASTX 

NCBI GI gl296955 

BLAST score 172 

E value l.Oe-12 

Match length 52 

% identity 62 

NCBI Description {X95402) duplicated domain structure protein [Oryza sativa] 

Seq. No. 290784 

Seq. ID LIB143-039-Q1-E1-H8 

Method BLASTX 

NCBI GI g4582787 

BLAST score 221 



40427 



E value 2.0e-18 

Match length 52 

% identity 85 

NCBI Description (AJ012281) adenosine kinase [Zea mays] 

Seq. No, 290785 

Seq. ID LIB143-040-Q1-E1-A5 

Method BLASTN 

NCBI GI gl870200 

BLAST score 121 

E value l.Oe-61 

Match length 193 

% identity 92 

NCBI Description Z.mays cyp71c2 gene 

Seq. No. 290786 

Seq. ID LIB143-040-Q1-E1-D3 

Method BLASTX 

NCBI GI ^ g2293566 

BLAST score 199 

E value 8.0e-27 

Match length 75 

% identity 87 

NCBI Description (AF012896) ADP-ribosylation factor 1 [Oryza sativa] 

Seq. No. 290787 

Seq. ID LIB143-b41-Ql-El-Al 

Method BLASTX 

NCBI GI gl296955 

BLAST score 403 

E value 2.0e-39 

Match length 115 

% identity 34 

NCBI Description (X95402) duplicated domain structure protein [Oryza sativa] 

Seq. No. 290788 

Seq. ID LIB143-041-Q1-E1-A3 

Method BLASTN 

NCBI GI gl532070 

BLAST score 247 

E value l-Oe-136 

Match length 335 

% identity 93 

NCBI Description Z.mays grp3 mRNA for glycine-rich protein 

Seq. No. 290789 

Seq. ID LIB143-041-Q1-E1-B11 

Method BLASTX 

NCBI GI gl009234 

BLAST score 514 

E value 2.0e-52 

Match length 124 

% identity 73 

NCBI Description {L38829) SUP2 gene product [Nicotiana tabacum] 

Seq. No. 290790 

Seq. ID LIB143-041-Q1-E1-B12 



40428 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl34598 

177 

2.0e-15 

65 

72 

SUPEROXIDE DISMUTASE-4AP (CU-ZN) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290791 

LIB143-041-Q1-E1-C12 

BLASTX 

gl814403 

150 

3.0e-10 

44 
70 

(U84889) methionine synthase [Meserabryanthemum 
crystallinum] 



Seq, No. 


290792 




Seq. ID 


LIB143-041- 


-Ql-El-DlO 


Method 


BLASTN 




NCBi bi 


g^ yooyo 




BLAST score 


55 




E value 


4.0e-22 




Match length 


75 




% identity 


93 




NCBI Description 


H. vulgare 


pZE40 gene 


Seq. No. 


290793 




Seq. ID 


LIB143-041- 


-Q1-E1-E7 


Method 


BLASTX 






g4 lo ool u 




BLAST score 


350 




E value 


3.0e-33 




Match length 


108 




% identity 


67 




NCBI Description 


(AF090446) 


gag protein [Zea mays] 


Seq. No. 


290794 




Seq. ID 


LIB143-041- 


-Q1-E1-F4 


Method 


BLASTX 




NCBI GI 


g2827080 




BLAST score 


237 




E value 


7.0e-20 




Match length 


57 




% identity 


82 




NCBI Description 


(AF020271) 


malate dehydrogenase precursor 


Seq. No. 


290795 




Seq. ID 


LIB143-041- 


-Q1-E1-G12 


Method 


BLASTN 




NCBI GI 


g22338 




BLAST score 


64 




E value 


l.Oe-27 




Match length 


140 




% identity 


89 





40429 



NCBI Description 



Maize mRNA for an ISkDa heat shock protein 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290796 

LIB143-041-Q1-E1-H8 

BLASTX 

g3033398 

285 

l.Oe-25 

94 

59 

(AC004238) putative phosphoribosylaminoimidazolecarboxamide 
fomyltransferase [Arabidopsis thaliana] 



Seq. No, 


290797 


Seq- ID 


LIB143-042-Q1-E1-D5 


Method 


DioHo 1 A 




gi4 ^OUDD 


BLAST score 




ill vaxu6 




Match length 


ii / 


•6 Identity 




n^^dx uescription 




Seq. No. 


290798 


Seq. ID 


LIB143-042-Q1-E1-H6 


Method 


rJLiAci IN 




gi y44zU4 


BLAST score 


oo 


E value 


1 . ue z z 


Match length 


DO 


% identity 


Q a 


iNbJDi uescnption 


uryza sax-iva inr\iN/i ror ixioi'ii/ uuiiLpj-cut; 


oeq. iNO . 


z y u / y y 


Seq. ID 


LIB143-043-Q1-E1-A12 


Method 


BLASTX 


NbDl bl 


gx J jzo / y 


rSLAoi score 


Z 


E value 


D « ue-zu 


Match length 


64 


% identity 


8 


NCBI Description 


{X98063) polyubiquitin [Pinus sylvest 


Seq. No. 


290800 


Seq. ID 


LIB143-043-Q1-E1-F11 


Method 


BLASTX 


NCBI GI 


g3236242 


BLAST score 


292 


E value 


2.0e-26 


Match length 


89 


% identity 


66 


NCBI Description 


(AC004684) putative ribosomal protein 




thaliana] 


Seq. No. 


290801 


Seq. ID 


LIB143-043-Q1-E1-G4 


Method 


BLASTX 



40430 



NCBI GI 

BliAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4115377 
174 

8.0e-13 

82 

51 

(AC005967) unknown protein [Arabidopsis thaliana] 
290802 

LIB143-043-Q1-E1-G5 

BLASTN 

gl944204 

56 

l.Oe-22 

68 

96 

Oryza sativa mRNA for RicMT, complete cds 
290803 

LIB143-043-Q1-E1-H1 

BLASTX 

g439879 

172 

2.0e-12 

90 

41 

(L15194) [Golden delicious apple fruit expressed mRNA, 
complete cds,], gene product [Malus domestical 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290804 

LIB143-044-Q1-E1-A6 

BLASTX 

g2134102 

250 

2.0e-21 

137 
40 

kinesin-like protein 1 - 
>gi_5 6 2 7 9 3_emb_CAA5 7 5 3 9_ 
[Xenopus laevis] 



African clawed frog 
(X82012) kinesin-like protein 1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



290805 

LIB143-044-Q1-E1-C2 

BLASTX 

g4510379 

153 

5.0e-10 

71 
42 

{AC007017) hypothetical protein [Arabidopsis thaliana] 
290806 

LIB143-04 4-Q1-E1-C4 

BLASTX 

g2245095 

283 

2.0e-25 

70 



40431 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79 

(297343) formyltransf erase purU homolog [Arabidopsis 
thaliana] 

290807 

LIB143-044-Q1-E1-D9 

BLASTN 

g296593 

55 

4,0e-22 

75 

93 

H. vulgare pZE40 gene 
290808 

LIB143-044-Q1-E1-E4 

BLASTX 

g3915131 

148 

7.0e-10 

78 

38 

THIOREDOXIN H-TYPE (TRX-H) (PHLOEM SAP 13 KD PROTEIN-1) 
>gi_426442__dbj_BAA04864_ (D21836) thioredoxin h [Oryza 
sativa] >gi_454882__dbj_BAA0554 6_ (D26547) rice thioredoxin 
h [Oryza sativa] >gi_1930072 (U92541) thioredoxin h [Oryza 
sativa] 



Seq. No. 


290809 


Seq. ID 


LIB143-044 


Method 


BLASTX 


NCBI GI 


g4102839 


BLAST score 


220 


E value 


7.0e-18 


Match length 


60 


% identity 


67 


NCBI Description 


(AF016713) 


Seq. No. 


290810 


Seq. ID 


LIB143-044 


Method 


BLASTX 


NCBI GI 


g585338 


BLAST score 


317 


E value 


3.0e-29 


Match length 


109 


% identity 


56 


NCBI Description 


ADENYLATE 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



>gi_391879_dbj_BAA01181___ (D10335) 
sativa] 

290811 

LIB143-044-Q1-E1-G12 

BLASTX 

g4416307 

330 

7.0e-31 
88 



adenylate kinase-b [Oryza 



40432 



% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



70 

(AF105716) hypothetical protein [Zea mays] 
290812 

LIB143-044-Q1-E1-G9 

BLASTX 

g2642648 

508 

9.0e-52 

100 

95 

{AF033852) cytosolic heat shock 70 protein; HSC70-3 
[Spinacia oleracea] >gi_2660768 (AF034616) cytosolic heat 
shock 70 protein [Spinacia oleracea] >gi_2660770 (AF034617) 
cytosolic heat shock 70 protein [Spinacia oleracea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
"NCBI Description 



290813 

LIB143-044-Q1-E1-H4 

BLASTX 

g2827548 

185 

8.0e-14 

75 

47 

(AL021635) 
thaliana] 



cytochrome P450 - like protein [Arabidopsis 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290814 

LIB143-045-Q1-E1-A12 

BLASTX 

gl518113 

282 

4.0e-25 

121 

53 

{U66193) SLL2 [Brassica napus] 
290815 

LIB143-045-Q1-E1-C11 

BLASTX 

g2723473 

153 

2.0e-10 

51 

71 

(D89726) defender against apoptotic death 1 protein [Oryza 
sativa] >gi_2723883_dbj_BAA24104_ (D89727) defender against 
apoptotic death 1 protein [Oryza sativa] 



Seq, No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



290816 

LIB143-045-Q1-E1-D1 

BLASTX 

g4262242 

373 

2.0e-44 

121 

72 



40433 



NCBI Description 



{AC006200) NADC homolog [Arabidopsis thaliana] 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290817 

LIB143-045-Q1-E1-D12 

BLASTN 

gl68462 

156 

l.Oe-82 

168 

98 

Zea mays defective suppressor-mutator from the 
brittle-l-mutable allele 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290818 

LIB143-045-Q1-E1-E10 

BLASTN 

g3015620 

68 

7.0e-30 

229 

83 

Zea mays low molecular weight heat shock protein precursor 
(hsp22) mRNA, nuclear gene encoding mitochondrial protein, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290819 

LIB143-045-Q1-E1-F9 

BLASTN 

g44G170 

46 

l.Oe-16 

150 

83 

Z.mays {C6000237) trpA gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290820 

LIB143-046-Q1-E1-A12 

BLASTX 

g4582468 

239 

3.0e-20 

97 

55 

(AC007071) putative 40S ribosomal protein; contains 
C-terminal domain [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290821 

LIB143-04 6-Q1-E1-B5 

BLASTX 

gll70937 

347 

7.0e-33 

86 

81 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_450549_emb_CAA81481_ (Z26867) S-adenosyl methionine 



40434 



synthetase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290822 

LIB143-046-Q1-E1-B8 

BLASTX 

gl351840 

488 

2.0e-49 

105 
87 

ISOCITRATE LYASE (ISOCITRASE) (ISOCITRATASE) (ICL) 

>gi_1084319_pir S53505 isocitrate lyase - cucumber 

>gi_1052578_einb_CAA84 632_ (Z35499) isocitrate lyase 
[Cucumis sativus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290823 

LIB143-04 6-Q1-E1-C10 

BLASTX 

gl22022 

275 

2.0e-24 

95 

64 

HISTONE H2B >gi_283025_pir S22323 histone H2B - wheat 

>gi_21801_emb_CAA42530_ (X59873) histone H2B [Triticum 
aestivum] 





Seq. No. 


290824 




Seq. ID 


LIB143-046-Q1-E1- 




Method 


BLASTN 




NCBI GI 


gl617470 




BLAST score 


75 




E value 


5.0e-34 




Match length 


150 




% identity 


88 




NCBI Description 


Z.diploperennis 1 




Seq. No. 


290825 




Seq, ID 


LIB143-046-Q1-E1- 




Method 


BLASTN 




NCBI GI 


g22334 




BLAST score 


36 




E value 


2.0e-ll 




Match length 


80 




% identity 


86 




NCBI Description 


Z.mays mRNA for ] 




Seq. No. 


290826 




Seq. ID 


LIB143-046-Q1-E1 




Method 


BLASTX 




NCBI GI 


gl352088 




BLAST score 


365 




E value 


5.0e-35 




Match length 


107 




% identity 


67 




NCBI Description 


CITRATE SYNTHASE 






(U19481) citrate 



-C6 



DNA for Grandel-4 retrotransposon 



•C8 



40435 



Sea. No. 


290827 


Seq. ID 


LIB143-046-Q1-E1-G1 




BLASTX 


NCBI GI 


g3420052 


BLAST score 


318 


Vi* 1 np 

1-1 V CLJL U." 


2 . Oe-29 








70 


NCBT DespriDt ion 

i,\ >w J—' ispJ J— J- Kif ^> i. X 


{AC004680) putative ubiqinone reduct< 






Seq. No. 


290828 


Seq. ID 


LIB143-046-Q1-E1-H7 


Mp1"hoci 


BLASTN 


NCBI GI 


g3004949 


BLAST score 


59 


1—) V CI J- \JL^ 


7 . Oe-25 


Ma t* f^H 1 ^^n^^^~H 


91 


0 -L kj.^ i i i_ _l l. y 


Zf -L 




7pa mav<? i"nnoDla55i~ inti~insic orotein 




r^rmriTi 1 pi" p r'HQ 


C • LN . 


290829 


9prr TO 


LIB143-047-O1-E1-A1 






NCBI GI 


g2494116 


BLAST score 


194 


E vslue 


9 np-1 s 












^/^^Lf J ' U / OXiLl-LXCLX L-vJ O y iiC OiH^J Oy O UXO J 




tyXj U3U3±Oy . L"-L '^■'^xtJlvjpoXo LiicLXXdlia. J 


o ^ . IN • 


290830 


Sea ID 


LIB143-047-O1-E1-A3 


Method 


BLASTX 


NCBI GI 


g2662310 


RT.A9T c?r*nTe 


297 


Hi V d-L LLC 


4 . Oe-27 


LriClLL'ii XCiiy LJli 


uo 


^ J-LAdiL-LUy 


84 


iMOOX L>t; O O-L L XL-'il 


^riDVJU_7JU / } Jj^wx L vuxydxcj 




290831 


spa TO 


LIB143-047-O1-E1-B1 


MpI" }^ r^rS 

Lie LiiW^ 


RT.ASTN 


NCBI GI 


g4140643 


BLAST score 


41 


T7?5 1 n ^ 

Hj V OlX. LtC 


9 . Oe-14 


Match length 


57 


% identity 


93 


NCBI Description 


Zea mays cosmid II.2E10 22-kDa alpha 




complete sequence 


Seq. No. 


290832 


Seq, ID 


LIB143-047-Q1-E1-B9 



[Arabidopsis 



(ZmTIPl) mRNA, 



40436 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4510348 

180 

3.0e-13 

82 

46 

{AC006921) unknown protein [Arabidopsis thaliana] 
290833 

LIB143-047-Q1-E1-C10 

BLASTN 

g3004949 

58 

3.0e-24 

154 

85 

Zea mays tonoplast intrinsic protein (ZmTIPl) mRNA, 
complete cds 

290834 

LIB143-047-Q1-E1-E8 

BLASTX 

gll2994 

457 

9.0e-46 

92 

98 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi__82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077__ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

290835 

LIB143-047-Q1-E1-F1 

BLASTX 

g2073375 

186 

3.0e-14 

81 

53 

(D85317) farnesyl pyrophosphate synthase [Oryza sativa] 
>gi_4063829_dbj__BAA36276_ (AB021747) farnesyl diphosphate 
synthase [Oryza sativa] 

290836 

LIB143-047-Q1-E1-F5 

BLASTX 

g3023751 

221 

3.0e-22 

95 

63 

70 KD PEPTIDYLPROLYL ISOMERASE (PEPTIDYLPROLYL CIS-TRANS 

ISOMERASE) (CYCLOPHILIN) (PPIASE) >gi_1076772_pir S55383 

peptidylprolyl isomerase (EC 5.2.1.8) - wheat 



40437 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_854626_emb_CAA60505_ (X86903) peptidylprolyl isomerase 
[Triticum aestivuia] 

290837 

LIB143-048-Q1-E1-A3 

BLASTX 

g3059131 

195 

5.0e-15 

62 

55 

(AJ000478) cytochrome P450 [Helianthus tuberosus] 
290838 

LIB143-048-Q1-E1-B12 

BLASTN 

g902585 

37 

2.0e-ll 

65 

89 

Zea mays clone MubG9 ubiquitin gene, complete cds 
290839 

LIB143-048-Q1-E1-E6 

BLASTX 

g4585900 

139 

5.0e-09 

47 

70 

(AC007133) putative histone H2A [Arabidopsis thaliana] 
290840 

LIB143-04 9-Q1-E1-B5 

BLASTX 

g3413709 

338 

l.Oe-31 

108 

60 

(AC004747) hypothetical protein [Arabidopsis thaliana] 
290841 

LIB143-049-Q1-E1-D5 

BLASTX 

gll75381 

155 

3.0e-10 

77 

35 

HYPOTHETICAL 44.9 KD PROTEIN C18B11.02C IN CHROMOSOME I 

>gi_2130286_pir S58301 hypothetical protein SPAC18B11 . 02c 

- fission yeast (Schizosaccharomyces pombe) 
>gi_929888_emb_CAA90587_ (Z50728) hypothetical protein 
[Schizosaccharomyces pombe] 



40438 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No» 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290842 

LIB143-049-Q1-E1-G4 

BLASTN 

g2331140 

34 

8.0e"10 

90 

84 

Oryza sativa water-stress inducible protein 
complete cds 

290843 

LIB143-049-Q1-E1-G5 

BLASTX 

gl710563 

156 

l.Oe-10 

47 

60 

60S RIB0S0M7VL PROTEIN YL43 >gi_2119153_pir_ 
ribosomal protein L29.e, cytosolic - yeast 
cerevisiae) 



(WSI) mRNA, 



_S71066 

(Saccharomyces 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290844 

LIB143-049-Q1-E1-H1 

BLASTX 

gl22022 

265 

4.0e-23 

56 

95 

HISTONE H2B >gi_283025_pir S22323 histone H2B - wheat 

>gi_21801_einb_CAA42530_ (X59873) histone H2B [Triticum 
aestivum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290845 

LIB143-049-Q1-E1-H4 

BLASTN 

gll84775 

85 

3.0e-40 

217 

87 

Zea mays glyceraldehyde-3-phosphate dehydrogenase GAPC4 
{gpc4) mRNA, complete cds 

290846 

LIB143-050-Q1-E1-A10 

BLASTN 

gl944204 

56 

l.Oe-22 

68 

96 

Oryza sativa mRNA for RicMT, complete cds 



Seq. No. 



290847 



40439 



oecj» -Li-' 


T TR1 d^-n^O-Ol -F1 -Cfi 

J_i±DX'±0 v-"- 


Method. 


■DT ZXQfpV 




rrl 1 fi477 


BLAST score 


235 


E value 


6.0e-20 


Match length 


oU 


% identity 


1 Q 

lo 


NCBI Description 


(u4ooc)/y cytosoiic giyceroiaenyae ^ pnubpridiLe 






beq. No. 


o Q n Q >1 Q 




LilDlfiO UJU v-L ^-"-^ 


Method 


Dli/iO i iN 


NCBI GI 


g559533 


BLAST score 


40 


E value 


z . ue lo 


Match length 


o o 


% Identity 


Q Q 

0 y 


NCBI Description 


it.uiays iur\iMri ror cieienoc icidLcu. plulc-lxi 


Seq. No. 




beq. lu 


lilJDl^j uou vi^i 


Method 


iSlifiO 1 A 


NCBI GI 


g4038471 


BLAST score 


149 


E value 


4 , ue— lU 


Match length 


4(J 


% identity 


70 


NCBI Description 


(ArlllUzyj 4Ub riDOSOiEiai prouem oz / noiuoiog 


Seq, No. 


o n n o c ri 


beq. lu 


lilDl4o — UoU-yi— iijl^c 1 


Metnoa 


oLiAb i A 


NCBI GI 


giby yo / u 


BLAST score 


344 


E value 


2.0e-32 


Match length 


10 J 


% identity 


oy 


NCBI Description 


(S82620) prolidase—peptidase D/imidopeptidase 




pTrt -! In TT£i V Trio AQ*^ F Ml 1 <5 QIO 1 

LiTiicef iiver^ irepx.iu.c/ f±^o ddj ll^iuo op. j 


Seq. No. 


o n n o c t 


beq. XJJ 


T TR1 4 '^— nsn-Di -F1 - V^ 


Method 


BLASTX 


NCBI GI 


g2801433 


BLAST score 


362 


E value 


l.Oe-34 


Match length 


77 



3.4.13.9} 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



84 

{AF017991) salt stress inducible small GTP binding protein 
Rani homolog [Arabidopsis thaliana] >gi_3559764 (U75601) 
unknown [Arabidopsis thaliana] 

290852 

LIB143-050-Q1-E1-H3 

BLASTN 

gl944204 



40440 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



56 

l.Oe-22 

68 

96 

Oryza sativa mRNA for RicMT, complete cds 
290853 

LIB143-051-Q1-E1-C11 

BLASTN 

g293888 

76 

5.0e-35 

172 
87 

Zea mays, glyceraldehyde-3-phosphate dehydrogenase mRNA, 
end (clone GAPC2) 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



290854 

LIB143-051-Q1-E1-C6 

BLASTN 

gl617470 

36 

l.Oe-10 

80 

86 

Z.diploperennis DNA for Grandel-4 retrotransposon 
290855 

LIB143-051-Q1-E1-D4 

BLASTX 

g4314400 



BLAST score 


366 


E value 


6.0e-35 


Match length 


141 


% identity 


52 


NCBI Description 


(AC006232) putative selenium-binding 




thaliana] 


Seq, No. 


290856 


Seq. ID 


LIB143-051-Q1-E1-D9 


Method 


BLASTX 


NCBI GI 


gl658315 


BLAST score 


156 


E value 


6.0e-ll 


Match length 


42 


% identity 


62 


NCBI Description 


{y08988) osr40g3 [Oryza sativa] 


Seq. No. 


290857 


Seq. ID 


LIB143-051-Q1-E1-F1 


Method 


BLASTX 


NCBI GI 


g2104681 


BLAST score 


200 


E value 


l.Oe-15 


Match length 


101 


% identity 


49 


NCBI Description 


(X97907) transcription factor [Vicia 



40441 



Seq. No. 




beq. lu 




Method 


BLASTN 


NCBI GI 


gl870200 


BLAST score 


A Q 


E value 


1 . ue lo 


Match length 


15 / 


% identity 


Q T 


NCBI Description 


Z.mays cyp71c2 gene 


Seq. No. 




Seq. ID 


LIBi4 o-Uoi-yi-tji-vjZ 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 


Q c: T 


E value 


D . ue— >34 


Match length 


85 


% identity 


Q A 


NCBI Description 


(ArUj4y4oj gxycme rjLcn jmn^i i^j-iiuj-xiy pj_ul.cj.j.a 


Seq, No. 


Z i?U o DU 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g3859570 


BLAST score 


O "7 O 
Z / 0 


E value 


1 . Ue-z4 


Match length 


78 


% identity 


o 


NCBI Description 


(AFuyo/5o) unknown [uryza saLivaj 


Seq. No. 


z yUo ox 


Seq. ID 


LIB143-052-Q1-E1-B12 


Method 


BLASTX 


NCBI GI 


g4490732 


BLAST score 


242 


E value 


2 . Oe-zu 


Match length 


AO 

yz 


% identity 


62 


NCBI Description 


vAJ-iUjo/uyj pnospnoenoxpyi. u V a. Lc ucij.ijujiy Js-Liiacji; 


protein [Araoiaopsis tnaxianaj 


Seq. No. 


o A AQ tf;o 

zyuo Dz 


Seq. ID 


LIB14i-U5z-Qi-iijl-liifc) 


Method 


BLASTX 


NCBI GI 


g2909583 


BLAST score 


205 


E value 


A A ^ 1 ^ 

4 . Oe-lo 


Match length 


116 


% identity 


42 


NCBI Description 


(AL021yzD) oxcA [MycoDacreriutn t:uDercu±osis 


Seq. No. 


290863 


Seq. ID 


LIB143-053-Q1-E1-D8 


Method 


BLASTX 


NCBI GI 


gl848281 


BLAST score 


141 



40442 



E value 
Match length 
% identity 
NCBI Description 



3.0e-09 
50 
56 

{U87981) 
partial sequence 



Sorghum bicolor membrane intrinsic (Mipl) protein, 



Seq. No. 




Seq. ID 


LIB143-053-^ 


Method 


BLAbi A 


NCBI GI 


g4zoybo / 


BLAST score 


574 


E value 


z , ue— 


Matcn lengtn 




% identity 


y y 


NCBI Description 


(AB016801) I 


Seq. No. 


290865 


Seq. ID 


LIB143-0.53-( 


Method 


BLASTX 


NCBI GI 


g3914557 


BLAST score 


678 


E value 


l.Oe-71 


Match length 


132 


% identity 


98 


NCBI Description 


RAS-RELATED 



kinase 4 [Zea mays] 



OTEIN RAB7 (POSSIBLE APOSPORY -ASSOCIATED 
PROTEIN) >gi_1155265 {U40219) possible apospory-associated 
protein [Pennisetum ciliare] 



Seq. No. 


290866 




Seq. ID 


LIB143-053-Q1-E1- 


E4 


Method 


BLASTN 




NCBI GI 


g440170 




BLAST score 


134 




E value 


l.Oe-69 




Match length 


174 




% identity 


95 




NCBI Description 


Z.mays (C6000237) 


trpA gene 


Seq, No. 


290867 




Seq. ID 


LIB143-054-Q1-E1- 


-A2 


Method 


BLASTN 




NCBI GI 


gl863998 




BLAST score 


46 




E value 


7.0e-17 




Match length 


178 




% identity 


81 




NCBI Description 


Maize DNA for Fd 


VI, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290868 

LIB143-054-Q1-E1-A3 

BLASTX 

g3850999 

455 

2.0e-45 

112 
81 

{AF069908) pyruvate dehydrogenase El beta subunit isoform 1 



40443 



[Zea mays] 



|>J C7 • W • 


290869 


Seq, ID 


LIB143-054-Q1-E1-B3 


Method 


BLASTX 


MPRT CZT 
IMoJDJL OX 






^ 0 o 


E value 


1 rii=i— OR 
1 . ue~z D 


ixiai.cn xenyTzn 


on 


% identity 


bz 


iNurii uescnpuion 


{AC004005) unknown protein [Arabidopsis 




990870 


Seq. ID 


LIB143-054-Q1-E1-F4 


Method 


BLASTN 


KTPRT HT 


y _? D w) J 


oijfioi scoire 


O 0 


E value 


0 . ue ZZ 


riaucn xenyun 




-5 iuenT.ii.y 




NCBI Description 


H. vulgare pZE40 gene 


o ^ • LM (J ■ 


990871 


oeq. ±jj 


j-ixoxft-j uofi yx rjx oZ 


Method 


BLASTX 


NCBI GI 


g3183106 


oLifiOi SCOJ-C 


9 ^ Q 

zo y 


E value 


9 n^_oo 
z , ue— zz 


Matcn lengtii 


yu 


% identity 


Oo 


NCBI Description 


PROBABLE OXALYL-COA DECARBOXYLASE >gi 17 




putative enzyme [Escherichia coli] 




9QnP79 
Z i?U 0 / z 


Seq, ID 


LIB143-054-Q1-E1-H4 


Method 


BLASTX 




rr99 >l n 

gzz 4 y / u 


Dj-iTio i ocoire 


z ou 


E value 


1 . ue— zz 


riaLcn xenyun 


^ y 


% identity 


yo 


NCBI Description 


heat shock protein hsp70 [Zea mays] 


ocq . viU • 


z y u o / o 


Seq. ID 


LIB143-054-Q1-E1-H6 


Method 


BLASTX 


JNUol ol 


goz 041 D y 0 


jDijiioi score 


9 n Q 
zu y 


E value 


z . ue-zU 


riatcn -Lenycn 


y D 


% identity 


61 


NCBI Description 


(AF057183) putative tonoplast aquaporin 


Seq. No. 


290874 


Seq. ID 


LIB143-054-Q1-E1-H8 


Method 


BLASTX 


NCBI GI 


g2827002 



(AE000325) 



40444 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



433 

6.0e-43 

88 

92 

{AF005993) 



HSP70 [Triticmn aestivum] 



290875 

LIB143-055-Q1-E1-A9 

BLASTX 

gl23553 

473 

l.Oe-47 

100 

96 

17.8 KD CLASS II HEAT SHOCK PROTEIN >gi_100884__pir S14997 

heat shock protein, 18K - maize >gi_22337_emb_CAA38012_ 
(X54075) 18kDa heat shock protein [Zea mays] 



Seq. No. 


290876 


Seq. ID 


LIB143-055-Q1-E1-B11 


Method 


BLASTX 


NCBI GI 


g832928 


BLAST score 


150 


E value 


1. Oe-09 


Match length 


134 


% identity 


27 


NCBI Description 


{M19469) ORE [Dictyostelium di 


Seq. No. 


290877 


Seq. ID 


LIB143-055-Q1-E1-C1 


Method 


BLASTX 


NCBI GI 


g3924611 


BLAST score 


197 


E value 


^ . ue-lo 


Match length 


53 


% identity 


66 


NCBI Description 


(AF069442) hypothetical protei 


Seq. No. 


290878 


Seq. ID 


LIB143-055-Q1-E1-H3 


Method 


BLASTX 


NCBI GI 


gl632822 


BLAST score 


207 


E value 


6.0e-17 


Match length 


45 


% identity 


87 


NCBI Description 


(Y08962) transmembrane protein 




(U77297) transmembrane protein 


Seq. No. 


290879 


Seq. ID 


LIB143-056-Q1-E1-C9 


Method 


BLASTN 


NCBI GI 


gl944204 


BLAST score 


42 


E value 


2.0e-14 


Match length 


54 


% identity 


94 



40445 



NCBI Description Oryza sativa mRNA for RicMT^ complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290880 

LIB143-056-Q1-E1-D8 

BLASTX 

g927428 

159 

9.0e-ll 

29 

93 

(X86733) fisl [Linum usitatissimum] 
290881 

LIB143-056-Q1-E1-E6 

BLASTX 

g2384675 

397 

l.Oe-38 

122 
70 

(AF012659) putative potassium transporter AtKT4p 
[Arabidopsis thaliana] 

290882 

LIB143-056-Q1-E1-G10 

BLASTX 

g3746431 

535 

7.0e-55 

118 
90 

{AF038585) 
[Zea mays] 



pyruvate dehydrogenase kinase isoform 1; PDKl 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290883 

LIB143-057-Q1-E1-A10 

BLASTX 

gl408222 

323 

5.0e-30 

112 

61 

(U60764) pathogenesis-related protein [Sorghum bicolor] 
290884 

LIB143-057-Q1-E1-B10 

BLASTX 

gll2994 

220 

4.0e-18 

68 
69 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID- INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 



40446 



mays] 



Sea No 


290885 


TV) 


XjXLjXI^ \J -J I Sc-*- LLi X ^X 


Method 


BLASTN 


NCBI GI 


g4204375 




113 


Hi V o. X Lit; 


X . \Jt3 ^\} 




^ D ^ 




O J 


LN^JDX i-ZtSo L^X X^ L.X.Uli 


iitScl Uldyo dOXUXO X XUVJOVjiLLdX ^XUL-tSXll JTZ-CI 1 ^X^^Z.Cl ri ^ lll£\.i\ri 




pa.xl-xciJ. 


^ • • 


290886 


Seq. ID 


LIB143-057-Q1-E1-C11 


Method 


BLASTX 


inv^ijx ox 




OXtrlO 1 oovJxti 


■OD f 


TI* TTa "1 n o 
Ej VcLXLLc 






o u 


^ xUcXJ. L J- L.y 


O D 


iML-'Jtsx uescx ipu jLon 


viii: u o J gxycxne xxcn ixiNii. Dxnainy proueiri L^ica ntciyoj 


QciCr "Mrs 




Seq. ID 


LIB143-057-Q1-E1-D8 


Method 


BLASTX 






rSLtiibi SCO^e 




E value 


D • ue Zo 




± Ux 


^ xuenLicy 


oo 


iNv^ox jjescxxpuion 


^iirUDizozj paizauxn— xXKe proi-ein L^orgnuiti Dicoxorj 






ot^q • ± jj 


JjXDxfiJ UO / yx HiX JJj? 






NCBI GI 


gl22022 


BLAST score 


222 


111 VaXUc 










OO 


MCRT n^«^r r 1 r)1~ "i nn 

V* V/ U J. 1^ ^ O V.^ J L L> -1- N_/ 1 X 


HT^TONF H?R >ai ^RID?^ ni r S??^?^ h -i «?-|-nnfi H?R - whf^^al" 

LLXriJ X.\JViCJ ixC- LJ \J J- ^Kj^yjc^^ L^XX O ^ ^ <^ llXOL-kJiiC Xl^O W i iC; d U. 




>gi zxoux eituj L/ri/i^izojU v-^-^-^o/jj niSTione nZD [ •*-xXT-xcuiri 




aesT-xvunij 


OCv^ . INW . 


^ U O O -7 


oti; . XL/ 


Xfxoxio \j -J I ^x iZjX 


Method 


BLASTX 


NCBI GI 


g3915G53 


BLAST score 


215 


E value 


l.Oe-17 


Match length 


64 


% identity 


70 


NCBI Description 


SUCROSE SYNTHASE (SUCROSE-UDP GLUCOSYL TRANSFERASE) 



>gi_2129479_pir S71494 sucrose synthase (EC 2.4.1.13) - 

beet (fragment) >gi_14 88570_emb_CAA574 99_ (X81974) sucrose 
synthase [Beta vulgaris] 



40447 



• 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290890 

LIB143-057--Q1-E1-G12 

BLASTX 

g266578 

210 

7.0e-17 

56 
68 

METALLOTHIONEIN-LIKE PROTEIN _1 >gi_1008 98_pir S17560 

metallothionein-like protein - maize >gi_236730_bbs_57 629 
(S57628) metallothionein homologue [Zea mays, Peptide, 76 
aa] [Zea mays] >gi_559536_emb_CAA57 67 6__ (X82186) 
metallothionein- like protein [Zea mays] 

>gi_228095_prf 1717215A metallothionein-like protein [Zea 

mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290891 

LIB143-057-Q1-E1-H12 

BLASTX 

gl31772 

227 

4.0e-19 

49 

92 

^40S RIBOSOMAL PROTEIN S14 (CLONE MCHl) 

>gi_82723_pir A30097 ribosomal protein S14 {clone MCHl) 

maize 



Seq. No. 


290892 


Seq. ID 


LIB143-057-Q1-E1-H3 


Method 


BLASTN 


NCBI GI 


gl944204 


BLAST score 


44 


E value 


2.0e-15 


Match length 


68 


% identity 


91 


NCBI Description 


Oryza sativa mRNA for : 


Seq. No. 


290893 


Seq. ID 


LIB143-057-Q1-E1-H5 


Method 


BLASTX 


NCBI GI 


gl69755 


BLAST score 


206 


E value 


2.0e-16 


Match length 


61 


% identity 


64 


NCBI Description 


( M2 4 2 8 7 ) alpha-amylas e 


Seq. No. 


290894 


Seq. ID 


LIB143-05g-Ql-El-G6 


Method 


BLASTX 


NCBI GI 


g3135543 


BLAST score 


448 


E value 


l.Oe-44 


Match length 


111 


% identity 


77 



(EC 3.2.1,1) [Oryza sativa] 



40448 



NCBI Description (AF062393) aquaporin [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290895 

LIB143-058-Q1-E1-G7 

BLASTX 

gl709563 

139 

9.0e-09 

53 
57 

PHENYLALANINE AMMONIA-LYASE >gi_2 13008 l_pir S66313 

phenylalanine ammonia- lyase (EC 4.3,1.5) - rice 
>gi__871494_emb_CAA61198_ (X8794 6) phenylalanine 
ammonia-lyase [Oryza sativa] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290896 

LIB143-059-Q1-E1-B10 

BLASTN 

g22458 

60 

l.Oe-25 

80 
94 

Z.mays pollen specific mRNA C-terminal (clone 4H7) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290897 

LIB143-059-Q1-E1-B2 

BLASTX 

gl408222 

174 

l.Oe-12 

88 
47 

(U60764) pathogenesis-related protein [Sorghum bicolor] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290898 

LIB143-059-Q1-E1-C11 

BLASTX 

gl346559 

417 

5,0e-41 

100 

73 

DNA-BINDING PROTEIN MNBIA >gi__2130126_pir S66358 

DNA-binding protein MNBla - maize >gi_517258_emb_CAA4 6875_ 
(X66076) DNA-binding protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290899 

LIB143-059-Q1-E1-E4 

BLASTX 

gl408222 

261 

8.0e-23 

93 

58 

(U60764) pathogenesis-related protein [Sorghum bicolor] 



40449 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



290900 

LIB143-059-Q1-E1-F4 

BLASTX 

g3004950 

226 

5.0e-19 

58 

79 

{AF037061) tonoplast intrinsic protein; ZmTIPl [Zea mays] 
290901 

LIB143-059-Q1-E1-G1 

BLASTN 

g22263 

124 

3,0e-63 

212 

90 

Z.mays Ds insertion element 
290902 

LIB143-060-Q1-E1-A3 

BLASTX 

g2119187 

356 

5.0e-34 

92 

77 

transmembrane protein, glucose starvation-induced - maize 
>gi_575731_emb_CAA57955_ (X82633) transmembrane protein 
[Zea mays] 

290903 

LIB143-060-Q1-E1-A7 

BLASTX 

gl34613 

292 

2.0e-26 

69 

81 

SUPEROXIDE DISMUTASE-2 (CU-ZN) >gi_82727_pir A29Q11 

superoxide dismutase (EC 1.15,1.1) (Cu-Zn) 2 - maize 
>gi_168 620 {M54 936) superoxide dismutase 2 [Zea mays] 
>gi_168622 (M15175) S0D2 protein [Zea mays] 

290904 

LIB143-060-Q1-E1-B2 

BLASTN 

g296593 

56 

l.Oe-22 

76 

93 

H. vulgare pZE40 gene 
290905 

LIB143-060-Q1-E1-D5 



40450 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



• 



BLASTX 

g4582450 

170 

4.0e-12 

91 
46 

(AC007071) putative APG protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290906 

LIB143-060-Q1-E1-F12 

BLASTX 

gl292710 

208 

l,0e-16 

56 

73 

(X97558) calmodulin- 1 [Capsicum annuum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290907 

LIB143-060-Q1-E1-H11 

BLASTX 

g729771 

193 

5.0e-15 

97 
47 

HEAT SHOCK PROTEIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290908 

LIB143-060-Q1-E1-H9 

BLASTX 

g4309969 

162 

4,0e-ll 

59 

51 

{AC002983) putative phosphoglyceride transfer protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290909 

LIB143-061-Q1-E1-A10 

BLASTX 

g4539009 

299 

3.0e-27 

116 

51 

(AL049481) putative protein 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



290910 

LIB143-061-Q1-E1-A11 

BLASTX 

g461929 

146 

2.0e-14 

83 
54 



40451 



NCBI Description 



PROBABLE TONOPLAST INTRINSIC PROTEIN DIP 

>gi_1076688_pir S51781 integral membrane protein - garden 

snapdragon >gi_414088_einb_CAA49854_ {X70417) integral 
membrane protein [Antirrhinum ma jus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290911 

LIB143-061-Q1-E1-A6 

BLASTX 

g67155 

152 

4.0e-10 

91 

46 

pyruvate, orthophosphate dikinase (EC 2.7.9.1) precursor - 
maize 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290912 

LIB143-061- 

BLASTX 

g3377509 

448 

2.0e-46 

115 

86 

{AF056027) 



■Q1-E1-B12 



auxin transport protein REHl [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290913 

LIB143-061-Q1-E1-H10 

BLASTX 

g4163997 

574 

2.0e-59 
127 
80 

(AF087483) 
thaliana] 



alpha-xylosidase precursor [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290914 

LIB143-061-Q1-E1-H11 

BLASTX 

gl076797 

233 

l.Oe-19 

68 
69 

cysteine proteinase inhibitor precursor - maize 
>gi_809608_emb_CAA60610__ (X87126) cysteine proteinase 
inhibitor [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



290915 

LIB143-061-Q1-E1-H12 

BLASTX 

gl076797 

291 

8.0e-27 

70 

79 



40452 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cysteine proteinase inhibitor precursor - maize 
>gi_809608_einb_CAA60610_ {X87126) cysteine proteinase 
inhibitor [Zea mays] 

290916 

LIB143-061-Q1-E1-H4 

BLASTX 

g4191782 

150 

7.0e-10 

73 
42 

(AC005917) WD-40 repeat protein [Arabidopsis thaliana] 
290917 

LIB143-062-Q1-E1-B6 

BLASTX 

g3024122 

276 

8.0e-25 

85 
66 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) >gi_1778821 
(U82833) S-adenosyl-L-methionine synthetase [Oryza sativa] 



Seq. No. 


290918 


Seq. ID 


LIB143-062-Q1-E1-E4 


Method 


BLASTX 


NCBI GI 


g2511541 


BLAST score 


321 


E value 


8.0e-30 


Match length 


73 


% identity 


84 


NCBI Description 


(AF020787) DNA-binding protein ( 


Seq. No. 


290919 


Seq. ID 


LIB143-062-Q1-E1-F4 


Method 


BLASTX 


NCBI GI 


g286124 


BLAST score 


231 


E value 


8.0e-22 


Match length 


79 


% identity 


72 


NCBI Description 


{D14577) glutamine synthetase [ 


Seq. No. 


290920 


Seq, ID 


LIB143-062-Q1-E1-F7 


Method 


BLASTX 


NCBI GI 


g3914423 


BLAST score 


315 


E value 


4.0e-29 


Match length 


79 


% identity 


75 


NCBI Description 


PROFILIN 4 >gi_2642324 (AF03237 


Seq. No. 


290921 



[Oryza sativa] 



[Zea mays] 



profilin [Zea mays] 



40453 



beq. iiJ 


Llr5l4 O — UdZ— yi— Jill — n4 








giuuo o J 


BLAST score 


340 


E value 


4.0e-32 




o u 


% identity 


/ 0 


NCBi uescnprion 


heat shock protein 17.2 — maize ^gi 




^ADO/zo; neau snocK prouem [Zi 


Seq. No. 




oeq. lu 


LiXDX^I 3 \jK)0 ili± ri.'i 


Method. 


TUT 7i CTXI 


NCBI GI 


g296593 


BLAST score 


56 


E value 


1 . ue 


Match length 


/ D 


% identity 




NCBI Description 


H. vulgare pZE40 gene 


Seq. No. 


zyuyzo 


beq. ID 


TTTDl^Q AC2 rNl TPT 0^ 

LiBX4o-Uoo-yi-£Lii— bb 


rie rnou 


DixfiOl A 


NCBI GI 


g2642441 


BLAST score 


208 


E value 


i . (je-iD 


Matcn length 


T A Q 

lUo 


% identity 


45 


NCBI Description 


^Auuuzjyi; putative cytocnroirie Jr4ou 


Seq. No. 


0 A A AO A 

zyuyz4 


beq. ID 


Llr)14 J-UoJ-yi-ilil— Ull 


Method 


DJ-iAb i A 


NCBI GI 


0 C A ^ C 

gizoUoo 


BLAST score 


0 "3 0 


E value 


2.0e-19 


Match length 


85 


-6 identxty 


^ A 


NCBI Description 


DU KD JASMONATE- INDUCED PROTEIN >gi 




jasmonate-induced protein - barley 




(X6637 6) j a siaonate— induced protein 


Seq. No. 


O A A A O C 

290925 


beq. ID 


ijl£3l4o-U bo— yx-ii.i-uiz 




IDJ-LTiO 1 A 


NCBI GI 


g399854 


BLAST score 


349 


E value 


5.0e-33 


Match length 


100 


% identity 


74 



[Arabidopsis thaliana] 



S25092 



NCBI Description 



HISTONE H2B.2 >gi_283042_pir S28049 histone H2B - maize 

>gi 22325 emb CAA40565 (X57313) H2B histone [Zea mays] 



Seq. No, 
Seq. ID 
Method 
NCBI GI 



290926 

LIB143-063-Q1-E1-G1 

BLASTX 

gl707017 



40454 



BLAST score 


148 




W TT3 1 no 






















I^^Xli. ClJiJ X V^W^O -L O L.liCL-L J-CLiiCL J 


beq. NO, 


9 00 097 






xixox*±.j vj S^x nix ox ^ 




lie 






NCBI GI 


g2196671 




BLAST score 


109 




Ht VCI.XU.C? 






Mstch length 


1 7 R 
X / O 






Q9 










Oeq. iNO * 


9 Qfl Q9Q 
Z l7U z?Z O 






XiXDX'iO UUO yX IijX VJ*J 






OXirlO 1^ 




NCBI GI 


gl707017 




BLAST score 


146 




tj va.xue 


o . ue X u 




Fiarcfi ±engm 


0 0 




% identity 


oz 




iN^DX ucoUx x_pc.XQri 




[i-iX clX^XvJ.(J^ o X o i^ildX Xcii id J 


beq. NO. 


zyuyzy 




Qart Tn 

beq. xu 


XiXDXftO U DO^X ILX 11*1 




iYie unoo. 


RT HQ TV 
JOXirib -LA 




WL/DX oX 


yo/f± / UftO 




BLAST score 


321 




E value 


7.0e-30 




Match length 


oy 




% identity 






NLox Description 


( Ar u yjo o o J volt age— ctepenctent 


anion— selective channel 




protein [Zea iciays] 




beq. NO. 


9 an Q o n 
z yu yoU 




Qorr Tn 
Ot^v^. XLf 


T TRI A'^ — Of^A—Ci'] — F1 — Rf^ 
XiXDXf±0 UO^ \l± HfX JjO 






RT Z^QTY 




NCBI GI 


g4454452 




BLAST score 


277 




E value 


l.Oe-24 




Match length 


138 




% identity 


43 




Nv^iDi uescnp^ion 


{AC006234) unknown protein [Arabidopsis thaliana] 


beq. NO. 


290931 




oeq. xu 


LIB143-064-Q1-E1-D4 






BLASTX 




\7/^Ta T P T 

NOnx IjI 


g2493494 




BLAST score 


189 




E value 


2.0e-14 




Match length 


53 




% identity 


66 




NCBI Description 


SERINE CARBOXYPEPTIDASE II-2 


PRECURSOR (CP-MI I. 2) 




>gi 619351 bbs 153537 CP-MII 


. 2=serine carboxypeptida 



40455 



[Hordeum vulgare=barley, cv, Alexis, aleurone. Peptide, 436 





aa J 














NCBI GI 


g4539315 


BLAST score 


278 


E value 






Dl 


% identity 




iNuoi uesCiTxpLxon 






thaliana] 


Q o rr "M ^-^ 




Ikj ^ ^4 * Lif 




Method 


BLASTX 


NCBI GI 


g2499708 


BLAST score 


167 


E value 


l.Oe-11 


Match length 


36 


% identity 


92 



putative zinc finger protein [Arabidopsis 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID. 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 
(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 
>gi_1020409__dbj_BAA11135_ (D73410) phospholipase D [Zea 
mays] 

290934 

LIB143-064-Q1-E1-F6 

BLASTX 

g2497259 

384 

4.0e-37 

130 

65 

ISOCITRATE DEHYDROGENASE (NADP) , CHLOROPLAST PRECURSOR 
(OXALOSUCCINATE DECARBOXYLASE) (IDH) (NADP+-SPECIFIC ICDH) 
(IDP) >gi_166386 {M93672) isocitrate dehydrogenase 
[Medicago sativa] 

290935 

LIB143-065-Q1-E1-A6 

BLASTX 

g2668742 

396 

l.Oe-38 

85 

91 

(AF034945) glycine-rich RNA binding protein [Zea mays] 
290936 

LIB143-065-Q1-E1-A7 

BLASTX 

gl076678 

276 

4.0e-25 
71 



40456 



% identity 

NCBI Description 



82 

ubiquitin / ribosomal protein S27a - potato (fragment) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290937 

LIB143-065-Q1-E1-B1 

BLASTX 

g82733 

463 

2.0e-46 

122 

80 

ubiquitin fusion protein UBF9 - maize >gi_168651 (M68 937) 
ubiquitin fusion protein [Zea mays] >gi_902527 (U29161) 
ubiquitin fusion protein [Zea mays] 

>gi_1589388_prf 2211240B ubiquitin fusion protein [Zea 

mays] 



Seq- No. 


290938 




Seq. ID 


LIB143-065- 


-Ql-El-Bll 


Method 


BLASTX 




NCBI GI 


g3135543 




BLAST score 


474 




E value 


1 . (je-4 / 




Match length 


116 




% identity 


78 




NCBI Description 


{AF062393) 


aquaporin 


Seq. No. 


290939 




Seq. ID 


LIB143-065- 


-Q1-E1-B12 


Method 


BLASTX 




NCBI GI 


g3135543 




BLAST score 


288 




E value 


6.0e-26 




Match length 


111 




% identity 


52 




NCBI Description 


{AF062393) 


aquaporin 


Seq. No. 


290940 




Seq. ID 


LIB143-065- 


-Ql-El-Ell 


Method 


BLASTN 




NCBI GI 


g3821780 




BLAST score 


36 




E value 


9.0e-ll 




Match length 


36 




% identity 


100 




NCBI Description 


Xenopus laevis cDNA 


Seq. No. 


290941 




Seq. ID 


LIB143-065 


-Q1-E1-F8 


Method 


BLASTN 




NCBI GI 


g532622 




BLAST score 


45 




E value 


4.0e-16 




Match length 


124 




% identity 


94 




NCBI Description 


Zea mays lipase (LIP 



mRNA, complete cds 



40457 



Seq. No. 


zyu y4z 


oeq. lU 


LilDl^i-J UDO \i± £j1 r -7 


Method 


DLiiio i A 


NCBI GI 


g2924772 


BLAST score 


392 


E value 


0 . ue jC5 


Match length 


llz 


% identity 


/U 


NCBI Description 


(ACUUZoo4; unKnown prorem 


Seq. No. 


290943 


beq. lu 


ijlbl4 J"*U DO~yi Hil oo 


Method 


dLiAo IN 


NCBI GI 


gzzooiou 


BLAST score 


269 


E value 


l.Oe-150 


Match length 


zoy 


% identity 


inn 
iUU 


NCBI Description 


Zea mays translation initi< 




complete cds 


Seq. No. 


290944 


beq. lu 


l)liil4i J— Uco-yi~lijl~n4 


Method 




NCBI GI 


g426441 


BLAST score 


46 


E value 


1 . ue-lo 


Match length 


A A 

94 


% identity 


87 


NCBI Description 


Rice mRNA for thioredoxin 


Seq. No, 


A A A A Jl IT 

290945 


Seq. ID 


LIB14o-Udd-Q1-E1-B9 


Method 




NCBI GI 


gioyzU 


t5i_uB.oj. score 


ft O 


E value 


3.0e-15 


Match length 


133 


% identity 


84 


NCBI Description 


Z.mays NCS3 mutant DNA for 




S3-like ribosomal proteins 



complete cds 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290946 

LIB143-066-Q1-E1-D10 

BLASTN 

gl944204 

36 

9.0e-ll 

56 

91 

Oryza sativa mRNA for RicMT, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



290947 

LIB143-066-Q1-E1-D5 

BLASTX 

g4337207 

144 



40458 



# 



E value 
Match length 
% identity 
NCBI Description 



2,0e-09 

81 

43 

(AC006403) putative zinc-finger protein [Arabidopsis 
thaliana] >gi_4585205_gb_AAD25324 . 1_AF095588_1 (AF095588) 
C2H2 zinc finger protein FZF [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290948 

LIB143-066-Q1-E1-E7 

BLASTX 

g567893 

141 

4.0e-09 

63 

49 

(L37382) beta-galactosidase-complementation protein 
[Cloning vector] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290949 

LIB143-066-Q1-E1-E9 

BLASTX 

g2493650 

149 

5.0e-17 

109 
57 

RUBISCO SUBUNIT BINDING-PROTEIN BETA SUBUNIT (60 KD 
CHAPERONIN BETA SUBUNIT) (CPN-60 BETA) 
>gi_1167858_einb_CAA93139_ (Z68903) chaperonin [Secale 
cereale] 



Seq. No. 


290950 


Seq. ID 


LIB143-067-Q1-E1-B12 


Method 


BLASTN 


NCBI GI 


g296593 


BLAST score 


38 


E value 


5.0e-12 


Match length 


65 


% identity 


92 


NCBI Description 


H, vulgare pZE40 gene 


Seq. No, 


290951 


Seq. ID 


LIB143-067-Q1-E1-B9 


Method 


BLASTN 


NCBI GI 


gl3920 


BLAST score 


120 


E value 


2.0e-61 


Match length 


154 


% identity 


95 


NCBI Description 


Z.mays NCS3 mutant DNA 




S3-like ribosomal prot< 


Seq. No. 


290952 


Seq. ID 


LIB143-067-Q1-E1-C5 


Method 


BLASTN 


NCBI GI 


gl491773 


BLAST score 


49 



40459 



E value 


1 Ho— 1 fi 

1 . ue 10 


Match length 


10 / 


% identity 






^.Illciyib lurUNrl lUi o UtJXlifci pi U Lfc; -Llido t: / Otic J. 


beq. NO. 












NCBI GI 


gl944204 


BLAST score 


44 


E value 


1 Ho— 1 ^ 

1 .,ue 13 


Match length 


Do 


% identity 


yi 


NCBI Description 


uryza sauiva iriKiNi/i ror Kicinx ^ cornpieT-e cas 


oeq. JNo. 


o on Q /I 


beg. lu 


T TT51 /l 0^7— m — Fl — FQ 
1i1d141j UD / yi lljl lljy 


Luc CXlUtJ. 




NCBI GI 


gl944204 


BLAST score 


52 


E value 


z . ue~zu 


Matcri lengtii 


bo 


% identity 


Q /I 


NCBI Description 


Oryza sativa mRNA for RicMT, complete cds 


Seq. No. 


o n A A c c: 


beq. ID 


Llr)143-UD /— yi-£iil — r 4 


Method 


Dliiib ilN 


NCBI GI 


g2062705 


BLAST score 


39 


E value 


1 . ue-iz 


Match lengtn 


01 


% identity 


68 


inudx uescripmon 


nuiuan joutyropniim ^Diro; luKiNii, cQin,pitru.c l-uo 


Seq. No. 


zyuyoD 


beq. IJJ 


ljlDl4iO UO / — yi — HjI— 111 


LYi© t noci 


j3l;rlO 1 A 


NCBI GI 


g4512666 


BLAST score 


392 


E value 


c; n^— "^Q 
0 . ue— JO 


Match lengtn 


lz4 


^ Identity 


oU 


NCBI Description 


tfiuuuDi?jij punaLive itieiz protein [iiraDiaopsis 


Seq. No. 


zyuyo / 


beq. lu 


T T131 A"^- n^p— Pii — T?i — m 1 

lilol ^ J U DO y 1 HjI oil 


LYiei-noci 


RT aQTTJ 


NCBI GI 


gl870202 


BLAST score 


36 


E value 


y . Oe-11 


Maucn lengizn 


04 


% identity 


89 


NCBI Description 


Z.mays cyp71c3 gene 


Seq. No. 


290958 


Seq. ID 


LIB143-068-Q1-E1-D7 



40460 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g440170 

172 

5.0e-92 

228 

94 

Z.mays (C6000237) trpA gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290959 

LIB143-068-Q1-E1-H4 

BLASTX 

gl29916 

346 

7.0e-33 

74 

93 

PHOSPHOGLYCERATE KINASE, CYTOSOLIC >gi_66911_pir TVWTGY 

phosphoglycerate kinase (EC 2.7,2.3), cytosolic - wheat 
>gi_21835_emb_CAA33302_ (X15232) phosphoglycerate kinase 
(AA 1 - 401) [Triticuin aestivum] 



Seq. No. 


290960 




Seq. ID 


LIB148-001 


-Ql-El-ElO 


Method 


BLASTX 




NCBI GI 


g3461822 




BLAST score 


418 




E value 


4.0e-41 




Match length 


134 




% identity 


57 




NCBI Description 


(AC004138) 


hypothetical 


Seq. No. 


290961 




Seq. ID 


LIB148-002 


-Q1-E1-A7 


Method 


BLASTX 




NCBI GI 


gl491638 




BLAST score 


296 




E value 


8.0e-27 




Match length 


105 




% identity 


55 




NCBI Description 


{X99922) male sterility 


Seq. No. 


290962 




Seq, ID 


LIB148-002 


-Q1-E1-B12 


Method 


BLASTX 




NCBI GI 


g484531 




BLAST score 


184 




E value 


7.0e-14 




Match length 


44 




% identity 


82 




NCBI Description 


H3,3 like 


histone MH321 


Seq. No, 


290963 




Seq. ID 


LIB148-002 


-Q1-E1-B8 


Method 


BLASTN 




NCBI GI 


g600117 




BLAST score 


348 




E value 


O.Oe+00 





[Arabidopsis thaiiana] 



2 [Brassica napus] 



40461 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388 
60 

Z . mays 



(B73) gene for extensin-like protein 



290964 

LIB148-002-Q1-E1-D2 

BLASTX 

g629852 

430 

4,0e-43 - 

122 

77 

polygalacturonase - maize >gi_288367_emb_CAA4 6680_ 
polygalacturonase [Zea mays] 



{X65845) 



Seq. No. 


290965 


Seq. ID 


LIB14 8-002 -Ql-El-D / 


Method 


BLASTX 


NCBI GI 


g2459424 


BLAST score 


203 


E value 


2 . Oe-23 


Match length 


114 


% identity 


50 


NCBI Description 


{AC002332) unknown protein [Arabidopsis 


Seq. No. 


290966 


Seq. ID 


LIB148-002-Q1-E1-E2 


Method 


BLASTN 


NCBI GI 


g309569 


BLAST score 


71 


E value 


l.Oe-31 


Match length 


123 


% identity 


45 


NCBI Description 


Zea mays transcriptional activator for 




synthesis gene, complete cds 


Seq, No, 


^yoyo / 


Seq. ID 


LIB148-002-Q1-E1-F12 


Method 


BLASTX 


NCBI GI 


gl076820 


BLAST score 


173 


E value 


2.0e-12 


Match length 


37 


% identity 


95 


NCBI Description 


phosphoglycerate mutase (EC 5.4.2,1) - 


Seq, No. 


290968 


Seq. ID 


LIB148-003-Q1-E1-B8 


Method 


BLASTN 


NCBI GI 


g22155 


BLAST score 


44 


E value 


7.0e-16 


Match length 


92 


% identity 


87 


NCBI Description 


Z.mays mRNA for alpha-tubulin 


Seq. No. 


290969 



maize 



40462 






ij±ljJ.^O U U 1 *^-L HjJ. XJZf 


Luc unoo. 




NCBI GI 


g2811224 


BLAST score 


272 


E va.lue 


o . ue ^ ^ 




DO 


% identity 


/ o 


NCBI Description 


Vrir Urt Z DOO J LXItLUXHi X [riX a.JJX(J.UpoXt> UlciX J-cLiict J 


beq. NO, 




oeq. ±u 


T TRi 4ft-nn4— ni -fi — 

JuXID-LriO UUt 'ii-i- J-J-L ^^1^ 


Method. 


iDXjriO X A 


NCBI GI 


g2245138 


BLAST score 


144 


E value 


0 . ue u y 


riatcn ienyi,n 


o y 


% identity 


3 1 


LnoDX UeSOX ip uxUll 




Seq. No. 




beq. lu 


LXDX4t 0 UU^ yx CiX iliO 


Mettiod 


rSXj>iO X A 


NCBI GI 


g2239262 


BLAST score 


233 


E value 


z . ue 1 y 


Matcn lengtn 




% identity 


d1 


jnujdx uescripuion 




Seq. No. 


o ri A fiT o 


beq. ID 


j_iJ.BX4 o— uuo— yx—hji— Ai 


Method 


T-) T TV o rrrv 

BLASTa 


NCBI GI 


g3236246 


BLAST score 


160 


E value 


D . ue-xx 


Matcn lengtn 


f 4 


-5 Identity 


A 0 


NCBI Description 


(AOUU4oo4; punaiiive expansin proT-ein [Axaxjxaopsxs uiicix. 


Seq. No. 




beq. ID 


XtXlJX4 0 UUO y X HjX AD 


Method 


OT TV OTIV 


NCBI GI 


g4 d44 / U 


BLAST score 


208 


E value 


3.0e-19 


Match length 


^14 
D4 


% identity 


Q 1 
O X 


NCBI Description 


rKvJrlLliN o >gi 4zZUoo pir boo/yo proxixxn J — luaxze 




>gi oX^X4z eiTLD uA/iDX/zu tA/ozoXj proxxxxn o l^^^ mayb 


Seq. No. 


O A A T ^ 

290974 


Dcq. -LU 


i-tXOX'iO UUwl VX i-jX rl_? 


Method 


BLASTX 


NCBI GI 


g416731 


BLAST score 


140 


E value 


8.0e-17 


Match length 


72 



40463 



POLLEN SPECIFIC PROTEIN C13 PRECURSOR >gi_82655_pir_JQ1107 
18. 3K protein precursor, pollen - maize 

>gi_255569_bbs_113677 {S44171) pollen specific protein [Zea 
mays=cdrn, Peptide, 170 aa] [Zea mays] 
>gi_1588669_prf 2209273A Zml3 [Zea mays] 



Seq. No. 290975 

Seq. ID LIB148-005-Q1-E1-B3 

Method BLASTX 

NCBI GI g3212877 

BLAST score 333 

E value 3.0e-31 

Match length 81 

% identity 72 . ^ n . i 

NCBI Description (AC004005) Lea-like protein [Arabidopsis thaliana] 

Seq. No. 290976 

Seq. ID ' LIB148-005-Q1-E1-D7 

Method BLASTX 

NCBI GI g2290681 

BLAST score 152 

E value 6.0e-10 

Match length 48 

% identity 58 . 
NCBI Description {AF000135) acidic cellulase [Citrus sinensis] 



290977 

LIB148-005-Q1-E1-F9 
BLASTX 
g3402722 
163 

l.Oe-11 
68 
47 

(AC004261) CPDK-related protein [Arabidopsis thaliana] 

Seq. No. 290978 

Seq. ID LIB148-005-Q1-E1-H2 

Method BLASTX 

NCBI GI g2760326 

BLAST score 175 

E value l.Oe-12 

Match length 73 

% identity 49 

NCBI Description (AC002130) F1N21.11 [Arabidopsis thaliana] 

Seq. No. 290979 

Seq. ID LIB148-006-Q1-E1-A3 

Method BLASTX 

NCBI GI gll8011 

BLAST score 260 

E value 6.0e-23 

Match length 67 

% identity 70 

NCBI Description CYTOCHROME C >gi_625189_pir CCRZ cytochrome c - rice 

>gi 169786 (M63704) cytochrome c [Oryza sativa] 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40464 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_21824 9_dbj__BAA02159_ (D12634) 'cytochrome C [Oryza 
sativa] 

290980 

LIB148-006-Q1-E1-B1 
BLASTN 
g313141 
38 

l.Oe-12 
54 
93 

Z.mays ZmPR03 mRNA for profilin 
290981 

LIB148-006-Q1-E1-B6 

BLASTX 

gl28592 

200 

l.Oe-15 

71 ' 
55 

POLLEN-SPECIFIC PROTEIN NTP303 PRECURSOR 

>gi_82190_pir S22495 pollen-specific protein precursor - 

common tobacco >gi_19902_emb_CAA43454_ (X61146) pollen 
specific protein [Nicotiana tabacum] 

290982 

LIB148-006-Q1-E1-B7 

BLASTN 

g2239261 

192 

l.Oe-104 

411 

87 

Zea Mays mRNA for pectin methylesterase-like protein 
290983 

LIB148-006-Q1-E1-D11 

BLASTN 

gl808693 

40 

2.0e-13 

52 

94 

S.stapfianus pSD.34 mRNA 
290984 

LIB148-006-Q1-E1-D4 

BLASTX 

g629852 

165 

l.Oe-11 

68 

49 

polygalacturonase - maize >gi_288367_emb_CAA4 6680_ (X65845) 
polygalacturonase [Zea mays] 



40465 



Seq. No. 


290985 


Seq, ID 




Method 


BLASTX 


NCBI GI 


g4006835 


BLAST score 


233 


E value 


2 . Oe-19 


Match length 


-I 1 o 

118 


% identity 


10 ' , _ _ 


NCBI Description 


(AGyUby/U) nypotne L.ica± prouexn Liirai;iu.o£^bxt> Liia-xxdiidj 


Seq. No. 


290986 


Seq. ID 


LlDi4 o-UUO-yi— 


Method 


BLASTX 


NCBI GI 


g3236246 


BLAST score 


237 


E value 


O A ^ OA 

8 . 0e-2u 


Match length 


83 


% identity 


48 


NCBI Description 


(ACuu4do4j putatiive expansm proi-exn [/iraijiuopbxto uiid-Lj-caiici 


Seq- No. 


290987 


Seq. ID 


LIB14 o-UDo-yi-bl-by 


Method 


BLASTX 


NCBI GI 


g283049 


BLAST score 


190 


E value 


6.0e-15 


Match length 


63 


% identity 


63 


NCBI Description 


polygalacturonase (EC 3.2.1.15) precursor (clone W2247) - 


maize (fragment) >gi 4ol0/y_pir bo//io polygalacturonase 




maize >gi 22426 emb CAA4424o (Xd^Jo4J poiygaiacruronase 




[Zea mays] >gi 287830 emb_CAA47234_ (X66b92) 




polygalacturonase [Zea mays] 


Seq. No. 


A A A A A A 

290988 


Seq. ID 


LIB14o-UU /-yi-bl-D^i 


Method 


BLASTX 


NCBI GI 


g3193298 


BLAST score 


147 


E value 


3 . Oe-09 


Match length 


89 


% identity 


35 


NCBI Description 


(AF069298) T14P8.17 gene product [Arabidopsis thaliana] 


Seq. No. 


290989 


Seq. ID 


LIB14 8-0Q7-Q1-E1-D1O 


Method 


BLASTX 


NCBI GI 


g4581116 


BLAST score 


431 


E value 


l.Oe-42 


Match length 


120 


% identity 


DO 


NCBI Description 


(AC005825) putative beta-galactosidase [Arabidopsis 




thaliana] 


Seq. No. 


290990 


Seq. ID 


LIB148-007-Q1-E1-E2 



40466 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4416300 

40 

4.0e-13 

116 

42 

Zea mays 
region 



chromosome 4 22 kDa 
complete sequence 



zein-associated intercluster 



290991 

LIB148-007-Q1-E1-E6 

BLASTX 

g585551 

219 

4,0e-37 

97 

85 

NUCLEOSIDE DIPHOSPHATE KINASE I (NDK I) (NDP KINASE I) 

>gi_6297 98_pir S43330 nucleoside-diphosphate kinase (EC 

2.7.4.6) - rice >gi__303849_dbj_BAA03798_ (D16292) 
nucleoside diphosphate kinase [Oryza sativa] 



Seq. No. 


290992 




Seq. ID 


LIB148-007- 


-Ql-El-Fll 








NCBI GI 


g3297815 




BLAST score 


290 




E value 


l.Oe-29 




Match length 


89 




% identity 


72 


putative protein [Arabidopsis thaliana] 


NCBI Description 


(AL031032) 


Seq. No. 


290993 




Seq. ID 


LIB148-007- 


-Q1-E1-F3 


Method 


BLASTX 




NCBI GI 


g2459424 




BLAST score ^ 


176 




E value 


9.0e-13 




Match length 


106 




% identity 


35 


unknown protein [Arabidopsis thaliana] 


NCBI Description 


(AC002332) 


Seq. No. 


290994 




Seq. ID 


LIB148-007- 


-Q1-E1-G7 


Method 


BLASTX 




NCBI GI 


g2506328 




BLAST score 


293 




E value 


3.0e-35 




Match length 


112 




% identity 


66 




NCBI Description 


CYTOCHROME 


C >gi 1235929 (L77113) cytochrome c [Helianthus 




annuus] 




Seq. No. 


290995 




Seq. ID 


LIB148-007 


-Q1-E1-H9 


Method 


BLASTX 




NCBI GI 


g3386614 





40467 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



223 

2.0e-18 

101 

47 

(AC004665) putative transcription factor SF3 [Arabidopsis 
thaliana] 



Seq . No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



290996 

LIB148-008-Q1-E1-D4 ^ . 

'BLASTX 
g481432 
200 

l.Oe-15 

85 
41 

allergen Phi pl - common timothy >gi_l 58225 0_prf 2118271A 

allergen Phi p I [Phleum pratense] 

290997 

LIB148-008-Q1-E1-D5 

BLASTN 

g22458 

156 

2.0e-82 

261 

95 

Z.mays pollen specific mRNA C-terminal (clone 4H7) 
290998 

LIB148-009-Q1-E1-A11 

BLASTX 

g629852 

368 

2.0e-35 

108 

66 

polygalacturonase - maize >gi_288367_emb_CAA4 6680_ (X65845) 
polygalacturonase [Zea mays] 



Seq. No. 


290999 


Seq. ID 


LIB148-009 


Method 


BLASTX 


NCBI GI 


g3036807 


BLAST score 


430 


E value 


l.Oe-42 


Match length 


126 


% identity 


69 


NCBI Description 


{AL022373) 


Seq. No. 


291000 


Seq. ID 


LIB148-009 


Method 


BLASTX 


NCBI GI 


g4417291 


BLAST score 


271 


E value 


7.0e-24 


Match length 


97 


% identity 


55 



putative protein [Arabidopsis thaliana] 



40468 



NCBI Description (AC007019) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291001 

LIB148-010-Q1-E1-D4 

BLASTN 

gl314382 

121 

l.Oe-61 

133 

98 

Tripsacum laxiom de Wet 376 



6 ITSl, 5.8S ribosomal RNA, ITS2 



291002 

LIB148-010-Q1-E1-F2 

BLASTN 

g3341647 

59 

l.Oe-24 

99 

90 

Zea mays Ama gene encoding single-subunit RNA polymerase 
291003 

LIB148-011-Q1-E1-A3 

BLASTX 

g626029 

171 

3.0e-12 

48 

69 

pollen allergen Lol p XI - perennial ryegrass 

>gi_1582249_prf 21ie270A allergen Lol p XI [Lolium 

perenne] 

291004 

LIB148-011-Q1-E1-B1 

BLASTX 

gl519253 

322 

4.0e-30 

71 

90 

(U65958) GF14-d protein [Oryza sativa] 
291005 

LIB148-012-Q1-E1-B12 

BLASTX 

g422032 

309 

2.0e-28 
98 
63 

profilin 2 
profilin 2 



- maize >gi_313140_emb_CAA51719__ (X73280) 
[Zea mays] 



Seq, No, 
Seq. ID 



291006 

LIB148-012-Q1-E1-B2 



40469 



BLASTX 

gl00638 

175 

l.Oe-12 

93 

38 

pollen allergen Lol p I precursor (clone 5A) - perennial 
ryegrass >gi_168316 (M57474) pollen allergen [Lolium 
perenne] 

291007 

LIB148-012-Q1-E1-E10 

BLASTN 

g255568 

59 

2,0e-24 

83 

93 

pollen specific protein [Zea mays=corn, mRNA, 943 nt] 



Seq. No, 291008 

Seq. ID LIB148-012-Q1-E1-E4 

Method BLASTX 

NCBI GI g3702323 

^. BLAS>T score - 262 

E value 9.0e-23 

Match length 85 

% identity 62 

NCBI Description (AC005397) unknown protein [Arabidopsis thaliana] 

Seq. No. 291009 

Seq. ID LIB148-012-Q1-E1-F7 

Method BLASTX 

NCBI GI g4049353 

BLAST score 258 

E value 2.0e-22 

Match length 95 

% identity 52 

NCBI Description (AL034567) putative protein [Arabidopsis thaliana] 

Seq. No. 291010 

Seq. ID LIB148-012-Q1-E1-G7 

Method BLASTX 

NCBI GI g886130 

BLAST score 233 

E value 2.0e-19 

Match length 123 

% identity 41 

NCBI Description (U28148) putative pectinesterase [Medicago sativaj 

Seq. No. 291011 

Seq. ID LIB148-013-Q1-E1-A3 

Method BLASTN 

NCBI GI g3264606 

BLAST score 157 

E value 5.0e-83 

Match length 316 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40470 



% identity 


88 


NCBI Description 


Zea luays snaggy Kinase nonioxog iur\LM/if paxT^iax out> 


Seq. No. 


291012 


Seq. ID 


LIB14o-UlJ-Ql-El-Ao 


Method 


BLASTN 


NCBI GI 


g22458 


BLAST score 


192 


E value 


1 . Oe-104 


Match length 


259 ' 


% identity 


95 


NCBI Description 


Z.mays pollen specitic mRNA c-terininai (cione ^n/ 


Seq. No. 


291013 


Seq. ID 


LIB14o-Ul J-Ql-El-BJ 


Method 


BLASTX 


NCBI GI 


g2529707 


BLAST score 


241 


"E value 


2 . Oe-20 


Match length 


102 


% identity 


43 


NCBI Description 


(AFuui4o4) Hpast Lnomo sapiens j 


Seq. No. 


291014 


Seq. ID 


LIBi4o-Ulo-yi-lijl-LlU 


Method 


BLASTX 


NCBI GI 


g4567310 


BLAST score 


248 


E value 


3.0e-21 


Match length 


72 


% identity 


72 


NCBI Description 


(AC005956) unknown protein [Arabidopsis thaliana] 


Seq. No. 


291015 


Seq. ID 


LIB148-014-Q1-E1-A4 


Method 


BLASTX 




go4 o*t yz 


BLAST score 


153 


E value 


5.0e-10 


Match length 


121 


% identity 


26 


NCBI Description 


EXOPOLYGALACTURONASE PRECURSOR (EXOPG) (PECTINASE 



(GALACTURAN 1, 4 -ALPHA- GALACTURON IDAS E) 

>gi_629853_pir S30066 polygalacturonase - maize 

>gi_28837 9_emb_CAA45751_ (X64408) polygalacturonase 
mays] 



[Zea 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291016 

LIB148-014-Q1-E1-G9 

BLASTX 

g416731 

259 

2.0e-22 

74 

68 

POLLEN SPECIFIC PROTEIN C13 PRECURSOR >gi__82655_pir JQ1107 

18. 3K protein precursor, pollen - maize 



40471 



>gi_255569_bbs_113677 {S44171) pollen specific protein [2ea 
mays=corn, Peptide, 170 aa] [Zea mays] 
>gi_1588669_prf 2209273A Zml3 [Zea mays] 



Seq. No. 


291017 


Seq. ID 


LIB148-015 


Method 


BLASTX 


NCBI GI 


g425194 


BLAST score 


458 


E value 


8.0e-46 ' 


Match length 


130 


% identity 


72 


NCBI Description 


{L26243) h 




(AF034 618) 




oleracea] 


Seq, No. 


291018 


Seq. ID 


LIB148-015 


Method 


BLASTX 


NCBI GI 


g2961378 


BLAST score 


362 


J—J V \JL -L- 1^4. v.^ 


2*0e-36 


Match length 


121 


% identity 


64 


NCBI Description 


{AL022141) 


Seq. No. 


291019 


Seq, ID 


LIB148-015 


Method 


BLASTX 


NCBI GI 


g4587567 


BLAST score 


173 


E value 


2*0e-12 


Match length 


79 


% identity 


41 


NCBI Description 


(AC006550) 


Seq, No. 


291020 


Seq, ID 


LIB148-017 


Method 


BLASTX 


NCBI GI 


a3850581 


BLAST score 


215 


■L4 V <mM. L#4 ^ 


3.0e-17 




70 


% identity 


57 


NCBI DescriDtion 


(AC005278) 




thaliana] 


Seq. No. 


291021 


Seq. ID 


LIB148-017 


Method 


BLASTX 


NCBI GI 


g2827631 


BLAST score 


351 


E value 


3.0e-33 


Match length 


134 


% identity 


50 


NCBI Description 


(AL021636) 



cytosolic heat shock 70 protein [Spinacia 



-E1-E2 



F10O3.7 [Arabidopsis thaliana] 



-Ql-El-Bl 



EST gb__N96383 comes from this gene. [Arabidopsis 



40472 




Seq. No. 


291022 


Seq. ID 


LIB148-017-Q1-E1-C4 


Method 


BLASTX 


NCBI GI 


gz4oy4z4 


BLAST score 


312 


E value 


l.Oe-28 


Match length 


109 


% identity 


60 


NCBI Description 


(AC002332) unknown protein [Arabidopsis thaliana] 


Seq. No. 


291023 


Seq. ID 


LIB148-017-Q1-E1-C6 


Method 


BLASTX 


NCBI GI 


gbjy /zz 


BLAST score 


332 


E value 


5.0e-31 


Match length 


86 


% identity 


80 


NCBI Description 


(L27484) calcium-dependent protein kinase [Zea mays] 


Seq. No. 


291024 


Seq. ID 


LIB148-017-Q1-E1-D10 


Method 


BLASTX 


NCBI GI 


gl352460 


BLAST score 


321 


E value 


7.0e-44 


Match length 


106 


% identity 


94 


NCBI Description 


IN2-1 PROTEIN >gi 100896 pir S17743 In2-1 protein - maize 




>gi_22347_emb_CAA41447_ (X58573) In2-1 [Zea mays] 


Seq. No. 


291025 


Seq. ID 


LIB148-017-Q1-E1-D3 


Method 


BLASTX 


NCBI GI 


g2673918 


BLAST score 


180 


E value 


3.0e-13 


Match length 


48 


% identity 


69 


NCBI Description 


{AC002561) unknwon protein [Arabidopsis thaliana] 


Seq. No. 


291026 


Seq. ID 


LIB148-017-Q1-E1-E11 


Method 


BLASTX 


NCBI GI 


g3047085 


BLAST score 


434 


E value 


6.0e-43 


Match length 


142 


% identity 


61 


NCBI Description 


(AF058914) No definition line found [Arabidopsis thaliana] 


Seq. No. 


291027 


Seq, ID 


LIB148-017-Q1-E1-F10 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


502 


E value 


8.0e-58 



40473 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

•NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BIiAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



128 
9 

(X98063) polyubiquitin [Pinus sylvestris] 
291028 

LIB148-017-Q1-E1-G12 

BLASTX 

g4204257 

164 

6.0e-18 

112 

52 

(AC005223) 5493 [Arabidopsis thaliana] 
291029 

LIB148-018-Q1-E1-D3 

BLASTN 

g293901 

51 

6.0e-20 

67 
96 

Zea mays Zea ml gene, complete cds 
291030 

LIB148-019-Q1-E1-C11 

BLASTN 

g4519188 

37 

2.0e-ll 

133 

82 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K21L19, complete sequence 



TAG clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291031 

LIB148-019-Q1-E1-C6 

BLASTX 

g4587513 

201 

l.Oe-15 

123 

37 

(AGO 07 060) Contains eukaryotic protein kinase domain 
PF_00069. [Arabidopsis thaliana] 

291032 

LIB148-019-Q1-E1-E7 

BLASTX 

g4049353 

337 

l.Oe-31 

134 
56 

(AL0345 67) putative protein [Arabidopsis thaliana] 



Seq, No. 



291033 



40474 



Seq. ID 


LIB148-019- 


-Q1-E1-F4 


Method 


BLASTX 




NCBI GI 


g3702323 




BLAST score 


402 




E value 


3.0e-39 




Match length 


127 




% identity 


61 




NCBI Description 


(AC005397) 


unknown protein [Arabidopsis thaliana] 


Seq. No. - 


291034 




Seq. ID 


LIB148-019- 


-Q1-E1-F8 


Method 


BLASTX 




NCBI GI 


g4490707 




BLAST score 


366 




E value 


5.0e-35 




Match length 


129 




% identity 


53 




NCBI Description 


(AL035680) 


putative protein [Arabidopsis thaliana] 


Seq. No. 


291035 




Seq. ID 


LIB148-019- 


-Q1-E1-H12 


Method 


BLASTX 




NCBI GI 


g4580398 




BLAST score 


286 




E value 


6.0e-26 




Match length 


84 




% identity 


64 




NCBI Description 


{AC007171) 


putative protein kinase APKIA [Arabidopsis 




thaliana] 




Seq. No. 


291036 




Seq. ID 


LIB148-020- 


-Ql-El-All 


Method 


BLASTX 




NCBI GI 


gll74380 




BLAST score 


618 




E value 


2.0e-64 




Match length 


133 




% identity 


89 




NCBI Description 


SUPEROXIDE 


DISMUTASE PRECURSOR (MN) 


Seq. No. 


291037 




Seq. ID 


LIB148-020- 


-Ql-El-BlO 


Method 


BLASTX 




NCBI GI 


gl699167 




BLAST score 


497 




E value 


2.0e-50 




Match length 


94 




% identity 


99 





NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



(S82407) IgG2a heavy chain constant region {CH1-CH3 
domains r hinge region} [cattle, Holstein-Friesian, A2/A2 
allotype, peripheral blood leukocytes, Peptide Partial, 326 
aa] [Bos taurus] 

291038 

LIB148-020-Q1-E1-C10 

BLASTX 

gl29949 



40475 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



726 

4.0e-77 

144 

99 

BONE PROTEOGLYCAN II PRECURSOR {PG-S2) (DECORIN) 

>gi_89740_pir S06280 decorin precursor - bovine 

>gi~619_emb_CAA68702_ (Y00712) precursor polypeptide 
-30 to 330) [Bos taurus] * 



(AA 



Seq. 'No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291039 ' 

LIB148-020-Q1-E1-C9 

BLASTN 

g31176 

62 

3.0e-26 

94 

91 

H. sapiens alpha-enolase gene for non-neuronal enolase 
4.2.1,11) exons 4-12 



(EC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291040 

LIB148-020-Q1-E1-D11 

BLASTX 

g3660117 

317 

3.0e-29 

61 

98 

Structural And Functional Consequences Of Point Mutations 
Of Variants A And B Of Bovine Beta-Lactoglobulin 
>gi_4388 84 6_pdb_lB0O_ Bovine Beta-Lactoglobulin Complexed 
With Palmitate , Lattice Z 



Seq. No. 


291041 


Seq. ID 


LIB148-020-Q1-E1-D9 


Method 


BLASTN 


NCBI GI 


g3483581 


BLAST score 


37 


E value 


3.0e-ll 


Match length 


68 


% identity 


88 


NCBI Description 


Homo sapiens full length 


Seq. No. 


291042 


Seq. ID 


LIB148-020-Q1-E1-E12 


Method 


BLASTN 


NCBI GI 


gl82734 


BLAST score 


332 


E value 


O.Oe+00 


Match length 


413 


% identity 


95 


NCBI Description 


Human fos proto-oncogene 


Seq. No. 


291043 


Seq. ID 


LIB148-020-Q1-E1-F12 


Method 


BLASTX 


NCBI GI 


g4507237 



(c-fos) , complete cds 



40476 



# 

iAST score 300 

value 3.0e-27 
Ltch length 76 

identity 80 

5iCBr ^Description signal sequence receptor, alpha ( translocon-associated 
protein alpha) >gi_1174449__sp_P43307__SSRA_HUMAN 
TRANSLOCON-ASSOCIATED PROTEIN, ALPHA SUBUNIT PRECURSOR 

^ (TRAP-ALPHA) (SIGNAL SEQUENCE RECEPTOR ALPHA SUBUNIT) 

CSSR-ALPHA) >gi_551638_einb_CAA78290_ (Z12830) SSR alpha 
subunit [Homo sapiens] 



Seq. No. 




Seq. ID 


LIB14D-0^0-Ql-El-Fy 


Method 


BLASTN 


NCBI GI 


g509215 


BLAST score 


bl 


E value 


1 . Oe-19 


Match length 


151 


% identity 


83 


NCBI Description 


B.taurus microsatellite sequence INRAUdz 


Seq. No. 


291045 


Seq. ID 


LIB14 8-020-Q1-E1-G9 


Method 


BLASTN 


NCBI GI 


g452070 


BLAST score 


61 


E value 


l.Oe-25 


Match length 


172 


% identity 


84 


NCBI Description 


H\aman MHC class III HLA-RP gene, complete cds 


Seq. No. 


291046 


Seq. ID 


LIB14 8-020-Q1-E1-H12 


Method 


BLASTN 


NCBI GI 


g2182268 


BLAST score 


99 


E value 


2.0e-48 


Match length 


102 


% identity 


99 


NCBI Description 


Ovis aries beta actin mRNA, complete cds 


Seq. No. 


291047 


Seq. ID 


LIB148-020-Q1-E1-H5 


Method 


BLASTX 


NCBI GI 


g3928084 


BLAST score 


234 


E value 


2.0e-19 


Match length 


141 


% identity 


42 


NCBI Description 


{AC005770) retrotransposon-like protein [Arabidops 




thaliana] 


Seq. No. 


291048 


Seq. ID 


LIB148-020-Q1-E1-H7 


Method 


BLASTX 


NCBI GI 


gl362010 


BLAST score 


336 




40477 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BliAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-31 

88 

24 

ubiquitin-like protein 9 - Arabidopsis thaliana 
291049 

LIB148-021-Q1-E1-A2 

BLASTX 

g416731 

215 

l.Oe-17 

89 

54 

POLLEN SPECIFIC PROTEIN C13 PRECURSOR >gi_82655_pir JQ1107 

18. 3K protein precursor, pollen - maize 

>gi_255569_bbs_113677 (S44171) pollen specific protein [Zea 
mays=corn. Peptide, 170 aa] [Zea mays] 
>gi_1588669_prf 2209273A Zinl3 [Zea mays] 

291050 

LIB148-021-Q1-E1-B4 

BLASTX 

gl703147 

169 

2.0e-22 

119 

53 

ACTIN, ALPHA ANOMALOUS >gi_1335837 (U38962) alpha actin 
[Fugu rubripes] 



Seq. No. 


291051 


Seq. ID 


LIB148-021- 


Method 


BLASTX 


NCBI GI 


g4164408 


BLAST score 


327 


E value 


2.0e-30 


Match length 


100 


% identity 


58 


NCBI Description 


{AJ132228) 


Seq. No. 


291052 


Seq. ID 


LIB148-021 


Method 


BLASTX 


NCBI GI 


g4104060 


BLAST score 


229 


E value 


5.0e-19 


Match length 


120 


% identity 


42 


NCBI Description 


(AF031231) 


Seq. No. 


291053 


Seq. ID 


LIB148-022 


Method 


BLASTN 


NCBI GI 


g4240040 


BLAST score 


374 


E value 


O.Oe+00 


Match length 


374 



amino acid carrier [Ricinus communis] 



-H5 



S222 [Triticum aestivum] 



40478 



% identity 

NCBI Description 



100 

Zea mays 



ZmGR2c mRNA, complete cds 



Seq. No. 291054 

Seq. ID LIB148-023-Q1-E1-B10 

Method BLASTX 



NCBI GI 


g2529677 


BLAST score 


186 


E value 


6.0e-14 


Match length 


89'' 


% identity 


48 


NCBI Description 


{AC002535) kinesin-like protein, heavy chain [Arabidopsis 


thaliana] 


Seq. No. 


291055 


Seq. ID 


LIB148-023-Q1-E1-B5 


Method 


BLASTX 


NCBI GI 


g3236246 


BLAST score 


218 


E value 


1. Oe-17 


Match length 


74 


9r T H^ni" "i t V 


47 


NCBI Description 


{AC004684) putative expansin protein [Arabidopsis thaliana 


Seq. No. 


291056 


Seq. ID 


LIB148-023-Q1-E1-C4 


Method 


BLASTX 


NCBI GI 


g639722 


BLAST score 


364 


E value 


7.0e-35 


Match length 


109 




65 


NCBI Description 


(L27484) calcium-dependent protein kinase [Zea mays] 


Seq. No. 


291057 


Seq. ID 


LIB148-023-Q1-E1-C6 


Method 


BLASTX 


NCBI GI 


g3281853 


BLAST score 


207 


E value 


8. Oe-17 


Match length 


79 


% identity 


57 


NCBI Description 


(AL031004) putative protein [Arabidopsis thaliana] 


Seq. No. 


291058 


Seq. ID 


LIB148-023-Q1-E1-D4 


Method 


BLASTX 


NCBI GI 


gl076632 


BLAST score 


145 


E value 


6.0e-15 


Match length 


'102 


% identity 


47 


NCBI Description 


protein kinase - common tobacco >gi__506534_emb_CAA5037 4_ 


(X71057) protein kinase [Nicotiana tabacum] 



Seq. No- 291059 

Seq. ID LIB148-023-Q1-E1-E2 



40479 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g2809232 

289 

2,0e-29 

136 

54 

(AC002560) F21B7.1 [Arabidopsis thaliana] 
291060 

LIB148-023-Q1-E1-E4 

BLASTX 

gl076632 

376 

2.0e-36 

105 

73 

protein kinase - common tobacco >gi_506534_emb_CAA50374_ 
{X71057) protein kinase [Nicotiana tabacum] 

291061 

LIB14B-023-Q1-E1-F2 

BLASTX 

gl871186 

156 

2.0e-10 

108 

40 

(U90439) protein kinase isolog [Arabidopsis thalxana] 
291062 

LIB148-023-Q1-E1-G12 

BLASTX 

g4337196 

203 

7.0e-16 

138 

35 

{AC006403) putative serine/threonine receptor kinase 
[Arabidopsis thaliana] 

291063 

LIB148-024-Q1-E1-A8 

BLASTX 

g231509 

142 

5.0e-09 

51 

57 

ACTIN DEPOLYMERIZING FACTOR (ADF) >gi__4 19809__pir ^830935 

act in-depolymeri zing factor - trumpet lily 
>gi_22748_emb_CAA78483_ {Z14110) actin depolymerizing 
factor [Lilium longiflorum] 

291064 

LIB148-024-Q1-E1-C7 

BLASTX 

g3335372 



40480 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq- No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



372 

l.Oe-35 

126 

57 

{AC003028) putative SRGl protein [Arabidopsis thalianaj 



291065 

LIB148-024-Q1-E1-D6 

BLASTN 

g255568 

42 

2.0e-14 

98 

86 

pollen specific protein [Zea mays=corn. 



itiRNA, 943 nt] 



291066 

LIB148-024-Q1-E1-G10 

BLASTX 

g3006187 

242 

l.Oe-20 

79 

51 

(AL022304) hypothetical protein [Schizosaccharomyces pombe] 
291067 

LIB148-024-Q1-E1-H5 

BLASTX 

g4468993 

209 

l.Oe-16 

77 

52 

{AL035605) putative protein [Arabidopsis thaliana] 
291068 

LIB148-025-Q1-E1-B1 

BLASTN 

g22458 

188 

l.Oe-101 

267 

93 

Z.mays pollen specific mRNA C-terminal (clone 4H7) 
291069 

LIB148-025-Q1-E1-B3 

BLASTX 

g405533 

466 

9,0e-47 

83 

99 

{L20139) homology with pectate lyase [Zea mays] 



Seq. No. 



291070 



40481 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB148-025-Q1-E1 

BLASTX 

g2398679 

194 

5.0e-15 
91 
45 

(Y14797) 
synthase 



-Dll 



3-deoxy-D-arabino-heptulosonate 7-phosphate 
[Morinda citrifolia] 



Seq. No. 
Seq. ID 



291071 

LIB148-025-Q1-E1-E8 

BLASTX 

gl086989 

182 

2.0e-13 

73 

55 

(S79323) plasma membrane H{+)-ATPase [Vicia faba, Otafuku, 
abaxial epidermis, guard cell protoplasts. Peptide, 963 aa] 
[Vicia faba] 

291072 

LIB148-025-Q1-E1-G5 

BLASTN 

g255568 

101 

8.0e-50 

203 

89 

pollen specific protein [Zea mays^corn, mRNA, 943 nt] 
291073 

LIB148-026-Q1-E1-C5 

BLASTN 

g309569 

98 

7.0e-48 

106 

49 

Zea mays transcriptional activator for anthocyanin 
synthesis gene, complete cds 

291074 

LIB148-026-Q1-E1-D11 

BLASTX 

g586078 

297 

2.0e-27 

55 
96 

TUBULIN BETA CHAIN >gi_1076736_pir JC2518 beta-tubulin 

pTUB22 - rice >gi_303842_dbj_BAA02505_ (D13224) 
beta-tubulin [Oryza sativa] 

291075 

LIB148-026-Q1-E1-D2 



40482 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll70504 

144 

4.0e-09 

34 

79 

EUKARYOTIC INITIATION FACTOR (ISO) 4F SUBUNIT P82 
(IEIF-(IS0)4F P82) >gi_452440 (M95747) initiation factor 
(iso)4f p82 subunit [Triticum aestiviim] 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291076 

LIB148-026-Q1-E1-D4 

BLASTX 

gl737218 

365 

3.0e-35 

82 
71 

(U79959) vacuolar sorting receptor homolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291077 

LIB148-026-Q1-E1-E3 

BLASTN 

g22458 

37 

l.Oe-11 

41 

98 

Z.mays pollen specific 



mRNA C- terminal (clone 4H7) 



291078 

LIB148-026-Q1-E1-E9 

BLASTX 

g481432 

253 

8.0e-22 

78 
54 

allergen Phi pi - common timothy >gi_1582250_prf_ 
allergen Phi p I [Phleum pratense] 



2118271A 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



291079 

LIB148-026-Q1-E1-F11 

BLASTX 

g3550985 

355 

9.0e-34 

100 

67 

(AB010740) OsS5a [Oryza sativa] 
291080 

LIB148-026-Q1-E1-G5 

BLASTX 

gl076531 

166 



40483 



# 



E value 
Match length 
% identity 
NCBI Description 



l.Oe-11 

46 

63 

hypothetical protein, pollen allergen homolog - garden pea 

>gi 2129891_pir S65056 pollen allergen homolog precursor 

(clone PPAl) - garden pea >gi_732905_emb__CAA59470_ (X85187) 
homology with pollen allergens [Pisiam sativum] 



Seq. No. 


291081 


Seq. ID 


LIB148-026-Q1-E1-H1 


Method 


BLASTX 


NCBI GI 


g4510345 


BLAST score 


160 


E value 


5. Oe-11 


Match length 


57 


% identity 


51 


NCBI Description 


{AC006921) unknown prote 


Seq. No. 


291082 


Seq. ID 


LIB148-027-Q1-E1-C1 


Method 


BLASTX 


NCBI GI 


g416731 


BLAST score 


252 


E value 


3.0e-33 


Match length 


113 


% identity 


67 


NCBI Description 


POLLEN SPECIFIC PROTEIN 



18. 3K protein precursor, pollen - maize 
>gi_255569_bbs_113677 (S44171) pollen specific protein [Zea 
mays=corn. Peptide, 170 aa] [Zea mays] 
>gi__1588669_prf 2209273A Zml3 [Zea mays] 



Seq. No. 


291083 


Seq. ID 


LIB148-027- 


Method 


BLASTX 


NCBI GI 


g639722 


BLAST score 


311 


E value 


l.Oe-28 


Match length 


77 


% identity 


82 


NCBI Description 


{L27484) c< 


Seq. No. 


291084 


Seq. ID 


LIB148-027 


Method 


BLASTX 


NCBI GI 


g464466 


BLAST score 


194 


E value 


5.0e-15 


Match length 


63 


% identity 


65 


NCBI Description 


PROFILIN 1 




>gi_313138 


Seq. No. 


291085 


Seq. ID 


LIB148-027 


Method 


BLASTN 


NCBI GI 


g22458 



maxze 



40484 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



317 

l.Oe-178 

321 

100 

Z.mays pollen specific mRNA C-terminal (clone 4H7) 
291086 

LIB148-027-Q1-E1-E2 

BLASTX 

g3236246 

273 

4.0e-24 

85 

53 

(AC004 684) putative expansin protein [Arabidopsis thaliana] 
291087 

LIB148-027-Q1-E1-E9 

BLASTX 

g4646217 

615 

3,0e-64 

122 
92 

{AC007290) putative phosphoprotein phosphatase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



291088 

LIB148-028-Q1-E1-A7 

BLASTX 

g2288887 

363 

8.0e-35 

93 

75 

{Y14325) mevalonate diphosphate decarboxylase [Arabidopsis 
thaliana] >gi_3250736__emb_CAA76803_ (Y17593) mevalonate 
diphosphate decarboxylase [Arabidopsis thaliana] 
>gi_3786002 {AC005499) mevalonate diphosphate decarboxylase 

[Arabidopsis thaliana] 

291089 

LIB148-028-Q1-E1-B12 

BLASTX 

gl778015 

326 

2.0e-30 

113 

57 

(U59508) osmotic stress-induced proline dehydrogenase 
[Arabidopsis thaliana] 

291090 

LIB148-028-Q1-E1-F7 

BLASTX 

g4455364 

165 



40485 



E value 
Match length 
% identity 
NCBI Description 



l.Oe-11 

84 

37 

(AL035524) senescence-associated protein-like [Arabidopsis 
thaliana] 



Seq. No. 


291091 


Seq. ID 


LIB148-028-Q1-E1-G3 


Method 


BLASTX 


NCBI GI 


g4098321 


BLAST score 


525 


E value 


9. ue-54 


Match length 


100 


% identity 


98 


NCBI Description 


{U76745) beta-tubulin 2 [Triticum 


Seq. No. 


291092 


Seq, ID 


LIB148-029-Q1-E1-B6 


Method 


BLASTX 


NCBI GI 


g4235430 


BLAST score 


235 


E value 


6.0e-20 


Match length 


60 


% identity 


75 


NCBI Description 


(AF098458) latex-abundant protein 


Seq. No. 


291093 


Seq. ID 


LIB148-029-Q1-E1-B7 


Method 


BLASTX 


NCBI GI 


gll68345 


BLAST score 


297 


E value 


3.0e-27 


Match length 


73 


% identity 


81 


NCBI Description 


ACTIN DEPOLYMERIZING FACTOR (ADF) 



(X80820) 



Seq. No. 


291094 


Seq. ID 


LIBi48-029-Ql-El-D10 


Method 


BLASTN 


NCBI GI 


g313137 


BLAST score 


60 


E value 


4,0e-25 


Match length 


80 


% identity 


94 


NCBI Description 


Z.mays ZmPROl mRNA for profilin 


Seq. No. 


291095 


Seq. ID 


LIB148-029-Q1-E1-G11 


Method 


BLASTX 


NCBI GI 


g629849 


BLAST score 


278 


E value 


7.0e-25 


Match length 


108 


% identity 


51 


NCBI Description 


pectate lyase {EC 4.2.2.2) - maize >gi 




homology with pectate lyase [Zea mays] 



(L20140) 



40486 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291096 

LIB148-029-Q1-E1-H6 

BLASTX 

g3702323 

261 

6.0e-23 

77 

66 

(AC005397) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291097 

LIB148-029-Q1-E1-H7 

BLASTX 

g3015488 

248 

2.0e-21 

89 

53 

(U58474) receptor-like protein kinase [Lycopersicon 
esculentiom] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291098 

LIB148-030-Q1-E1-D2 

BLASTX 

g731834 

148 

l.Oe-09 

49 

59 

HYPOTHETICAL 41.9 KD PROTEIN IN SDS3-THS1 INTERGENIC REGION 

>gi_1077790_pir S49797 hypothetical protein YIL083c - 

yeast (Saccharomyces cerevisiae) >gi_577131_einb_CAA8 6711 . 1_ 

(Z46728) YI9910.13C, unknown orf, len: 365, CAI : 0.17 

[Saccharomyces cerevisiae] 



Seq. No. 


291099 


Seq. ID 


LIB148-030-Q1-E1-E4 


Method 


BLASTX 


NCBI GI 


g3021336 


BLAST score 


273 


E value 


3.0e-24 


Match length 


117 


■% identity 


47 


NCBI Description 


(AJ224957) RGA-like 


Seq. No. 


291100 


Seq. ID 


LIB148-030-Q1-E1-E6 


Method 


BLASTN 


NCBI GI 


g4140643 


BLAST score 


49 


E value 


2.0e-18 


Match length 


97 


% identity 


88 


NCBI Description 


Zea mays cosmid II. 



complete sequence 



40487 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291101 

LIB148-031-Q1-E1-D5 

BLASTN 

g3341647 

36 

7.0e-ll 

72 

88 

Zea mays Ama gene encoding single-subunit RNA polymerase 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291102 

LIB148-031-Q1-E1-D7 

BLASTX 

g4567310 

156 

l.Oe-10 

56 

57 

(AC005956) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291103 

LIB148-031-Q1-E1-E11 

BLASTX 

g4582467 

378 

2.0e-36 

116 

62 

(AC007071) putative calcium dependent protein kinase; 
contains protein kinase domain [Arabidopsis thaliana] 
>gi_4589951_gb_AAD26469.1_AC007169_l (AC007169) putative 
calcium-dependent protein kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291104 

LIB148-031-Q1-E1-F11 

BLASTX 

g4191791 

314 

4.0e-29 

80 
68 

(AC005917) putative sf21 {Helianthus annuus } protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291105 

LIB148-032-Q1-E1-B4 

BLASTX 

g4580398 

357 

6.0e-34 

122 

64 

(AC007171) putative protein kinase APKIA [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



291106 

LIB14 8-032-Q1-E1-B9 



40488 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No.^ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4538930 

170 

2.0e-12 

55 

53 

(AL049483) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



putative peroxidase [Arabidopsis thaliana] 



291107 

LIB148-032-Q1-E1-H2 

BLASTX 

gll71005 

346 

l.Oe-32 

127 

49 

MAJOR POLLEN ALLERGEN HOL L 1 PRECURSOR (HOL L I) 

>gi_1085628_pir S38581 allergen Hol-ll - Holcus lanatus 

>gi~414703_emb_CAA81610_ (Z27084) allergen Hol-ll [Holcus 
lanatus] 

291108 

LIB148-033-Q1-E1-A11 

BLASTX 

g3249086 

331 

6.0e-31 

86 

73 

(AC004473) Contains similarity to 21 KD subunit of the 
Arp2/3 protein complex (ARC21) gb_AF0G6086 from Homo 
sapiens. EST gb_Z37222 comes [Arabidopsis thaliana] 

291109 

LIB148-033-Q1-E1-A6' 

BLASTN 

g433043 

55 

4.0e-22 
63 
97 

Zea mays W-22 clone PREM- 
sequence 



IE retroelement PREM-1, partial 



291110 

LIB148-033-Q1-E1-B4 

BLASTN 

g255568 

55 

2.0e-22 

87 

91 

pollen specific protein [Zea mays=corn, 
291111 

LIB148-033-Q1-E1-C1 
BLASTX 



mRNA, 943 nt] 



40489 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4539330 
477 

5.0e-48 

120 

74 

(AL035679) putative receptor-like protein kinase (fragment) 
[Arabidopsis thaliana] 

291112 

LIB148-034-Q1-E1-C8 

BLASTX 

gl935000 

299 

4.0e-27 

106 

54 

(Y12314) GTPase [Schizosaccharomyces pombe] 
291113 

LIB148-034-Q1-E1-F4 

BLASTX 

g2459424 

237 

7.0e-20 

125 

42 

(AC002332) unknown protein [Arabidopsis thaliana] 
291114 

LIB148-034-Q1-E1-G2 

BLASTX 

g4581150 

209 

3.0e-17 

72 

61 

(AC006919) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291115 

LIB148-034-Q1-E1-H1 

BLASTX 

gl931645 

271 

5.0e-24 

87 

62 

(U95973) Fe(II) transporter isolog [Arabidopsis thaliana] 
291116 

LIB148-035-Q1-E1-D3 

BLASTN 

g2239261 

313 

l.Oe-176 

340 

99 

Zea Mays mRNA for pectin methylesterase-like protein 



40490 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291117 

LIB148-036-Q1-E1-C1 

BLASTX 

gl091678 

219 

8.0e-18 

80 

51 

activator-like transposable element [Pennisetum glaucum] 
291118 

LIB148-036-Q1-E1-E3 

BLASTN 

g2239261 

251 

l.Oe-139 

390 

92 

Zea Mays rtiRNA for pectin methylesterase-like protein 
291119 

LIB148-036-Q1-E1-E7 

BLASTX 

g4587571 

277 

l.Oe-24 

83 

57 

(AC006550) Belongs to the PF_01Q27 Uncharacterized protein 
family UPF0005 with 7 transmembrane domains. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 



291120 

LIB148-036-Q1-E1-F12 

BLASTN 

g405534 

181 

l.Oe-97 

189 

99 

Zea mays pollen specific pectate lyase homologue gene, 
complete cds 

291121 

LIB148-037-Q1-E1-A10 

BLASTX 

g548492 

251 

2.0e-21 

89 

55 

EXOPOLYGALACTURONASE PRECURSOR (EXOPG) (PECTINASE) 
(GALACTURAN 1, 4-ALPHA-GALACTURONIDASE) 

>gi_629853_pir S30066 polygalacturonase - maize 

>gi_28837 9_emb_CAA45751_ (X644Q8) polygalacturonase [Zea 
mays] 



40491 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291122 

LIB148-037-Q1-E1-A12 

BLASTN 

g3821780 

37 

2.0e-ll 

37 

100 

Xenopus laevis cDNA clone 27A6-1 
291123 

LIB148-037-Q1-E1-A3 

BLASTX 

g629849 

270 

5.0e-24 

80 
70 

pectate lyase (EC 4.2.2.2) - maize >gi_405535 
homology with pectate lyase [Zea mays] 



(L20140) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



291124 

LIB148-037-Q1-E1-B10 

BLASTX 

gl399303 

360 

2.0e-34 

133 

54 

(U41473) phosphoinositide-specific phospholipase C P12 
[Glycine max] 

291125 

LIB148-037-Q1-E1-E3 

BLASTX 

g729944 

223 

2.0e-18 

41 

95 

POLLEN ALLERGEN ZEA M 1 (ZEA M I) >gi_47 827 2__pir JC1524 

major allergen ml protein - maize >gi_293902 (L14271) Zea 
ml [Zea mays] 

291126 

LIB148-037-Q1-E1-E5 

BLASTX 

g4416301 

342 

3.0e-32 

140 

70 

(AF105716) gag protein [Zea mays] 
291127 

LIB148-037-Q1-E1-F11 



40492 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3785983 

160 

7.0e-ll 

66 

45 

(AC005560) hypothetical protein [Arabidopsis thaliana] 



291128 

LIB148-037-Q1-E1-F9 

BLASTX 

g2143942 

208 

l.Oe-16 

94 

46 

prostaglandin G/H synthase 1 



rat (fragment) 



291129 

LIB148-038-Q1-E1-C12 

BLASTX 

g4099090 

219 

7.0e-18 

83 

48 

{U83178) unknown [Arabidopsis thaliana] 
291130 

LIB148-038-Q1-E1-D9 

BLASTX 

g2642213 

226 

l.Oe-18 

83 

55 

(AF030385) nitrate-induced NOI protein [Zea mays] 
>gi_2895781 (AF045033) nitrate-induced NOI protein 
mays ] 



[Zea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291131 

LIB148-038-Q1-E1-E1 

BLASTX 

g3461821 

183 

l.Oe-13 

129 

36 

(AC004138) putative nucleoside triphosphatase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



291132 

LIB148-038-Q1-E1-E10 

BLASTX 

g576773 

276 . 

2,0e-24 



40493 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



JQ1107 



Seq. No. 
Seq. ID 
Method 



116 
11 

(U16956) polyubiquitin [Filobasidiella neoformans] 
291133 

LIB148-038-Q1-E1-F7 
BLASTX 
g416731 
476 

7.0e-48 
101 
90 

POLLEN SPECIFIC PROTEIN C13 PRECURSOR >gi__82 655_pir_ 
18. 3K protein precursor, pollen - maize 
>gi_255569_bbs_113677 (S44171) pollen specific protein [Zea 
raays=corn. Peptide, 170 aa] [Zea mays] 
>gi_1588 669_prf 2209273A Zml3 [Zea mays] 

291134 

LIB148-038-Q1-E1-H9 

BLASTX 

g2642213 

192 

l.Oe-14 

68 
57 

(AF030385) nitrate-induced NOI protein [Zea mays] 
>gi_2895781 (AF045033) nitrate-induced NOI protein [Zea 
mays] 

291135 

LIB148-039-Q1-E1-A2 

BLASTX 

gl706551 

309 

3.0e-28 

128 

48 

GLUCAN ENDO-1,3-BETA-GLUCOSIDASE PRECURSOR 

( {l->3) -BETA-GLUCAN ENDOHYDROLASE) ( ( l->3 ) -BETA-GLUCANASE) 
(BETA-1,3-END0GLUCANASE) >gi_924953 {U30323) beta 
1,3-glucanase [Triticum aestivum] 

291136 

LIB148-039-Q1-E1-B2 

BLASTX 

g4581508 

578 

7.0e-60 

138 

77 

(AL04 9558) putative phosphatidylinositol-kinase 
[Schizosaccharomyces pombe] 

291137 

LIB148-039-Q1-E1-B5 
BLASTN 



40494 



• 



NCBI GI gl75854 

BLAST score 82 

E value 3.0e-38 

Match length 82 

% identity 100 

NCBI Description O.sativa 28S large subunit rRNA, 5' end 

Seq. No. 291138 

Seq. ID LIB148-039-Q1-E1-D6 

Method BLASTX 

NCBI GI g84373 

BLAST score 296 

E value 5.0e-33 

Match length 119 

% identity 62 

NCBI Description tubulin alpha chain - Styl onychia lemnae (SGC5) 

Seq. No. 291139 

Seq. ID . LIB148-039-Q1-E1-D8 

Method BLASTX 

NCBI GI g3335372 

BLAST score 289 

E value 4.0e-26 

Match length 119 

% identity 50 

NCBI Description (AC003028) putative SRGl protein [Arabidopsis thaliana] 

Seq. No. 291140 

Seq. ID LIB148-040-Q1-E1-E5 

Method BLASTN 

NCBI GI g3341647 

BLAST score 99 

E value 2.0e-48 

Match length 207 

% identity 87 

NCBI Description Zea mays Ama gene encoding single-subunit RNA polymerase 
291141 

LIB148-041-Q1-E1-A10 
BLASTN 
g34544 
34 

l.Oe-09 

34 
100 

Human malignant melanoma cell amplification unit {mel/HPV9) 

Seq. No. 291142 

Seq. ID LIB148-041-Q1-E1-B5 

Method BLASTX 

NCBI GI gl304599 

BLAST score 177 

E value 8.0e-13 

Match length 61 

% identity 4 6 

NCBI Description (U41315) ZNF127-Xp [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40495 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291143 

LIB148-041-Q1-E1-D10 

BLASTX 

g548492 

226 

9.0e-19 

101 

40 

EXOPOLYGALACTURONASE PRECURSOR (EXOPG) (PECTINASE) 
( GALACTURAN 1 , 4 -ALPHA-GALACTURONI DASE ) 

>gi_629853_pir S30066 polygalacturonase - maize 

>gi_288379_emb_CAA45751_ {X64408) polygalacturonase [Zea 
mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length - 

% identity 

NCBI Description 



291144 

LIB148-041-Q1-E1-G12 

BLASTX 

g2239262 

559 

l.Oe-57 

109 

94 

(Y13285) pectin methylesterase-like protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291145 

LIB148-041-Q1-E1-H10 

BLASTX 

g4572671 

169 

2.0e-14 

102 

42 

{AC006954) putative cyclic nucleotide regulated ion channel 
[Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291146 

LIB148-041-Q1-E1-H7 

BLASTX 

g416731 

274 

3.0e-24 

58 
90 

POLLEN SPECIFIC PROTEIN C13 PRECURSOR >gi__82655_pir JQ1107 

18, 3K protein precursor, pollen - maize 

>gi_255569_bbs_113677 (S44171) pollen specific protein [Zea 
mays=corn. Peptide, 170 aa] [Zea mays] 
>gi_1588669_prf 2209273A Zml3 [Zea mays] 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



291147 

LIB148-042-Q1-E1-B4 

BLASTX 

g416731 

143 

6.0e-09 

72 

49 



40496 




NCBI Description POLLEN SPECIFIC PROTEIN C13 PRECURSOR >gi_82655_pir JQ1107 

18. 3K protein precursor, pollen - maize 

>gi__255569_bbs_113677 {S44171) pollen specific protein [Zea 
mays=corn, Peptide, 170 aa] [Zea mays] 
>gi_1588669_prf 2209273A Zml3 [Zea mays] 

291148 

LIB148-042-Q1-E1-C12 . 
BLASTN 
g600117 
176 

l.Oe-94 
196 
78 

Z.mays (B73) gene for extensin-like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291149 

LIB148-042-Q1-E1-D11 

BLASTX 

gll5420 

293 

5.0e-27 

64 

84 

MALATE OXIDOREDUCTASE (MALIC ENZYME) (ME) (NADP-DEPENDENT 

MALIC ENZYME) (NADP-ME) >gi_65 940_pir DEFBC 

cinnamyl-alcohol dehydrogenase (EC 1,1.1.195) - kidney bean 
>gi_169327 (J03825) NADP-dependent malic enzyme [Phaseolus 
vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291150 

LIB148-042-Q1-E1-G1 

BLASTN 

g3341647 

60 

3.0e-25 

84 

93 

Zea mays Ama gene encoding single-subunit RNA polymerase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291151 

LIB148-042-Q1-E1-G3 

BLASTX 

g3776536 

232 

9.0e-36 

107 

10 

(AF095794) polyubiquitin [Schizosaccharomyces pomtoe] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



291152 

LIB148-043-Q1-E1-C11 

BLASTX 

g4454039 

219 

7.0e-21 
124 



40497 




% identity 53 

NCBI Description (AL035394) putative Na+/H+-exchanging protein [Arabidopsis 
thaliana] 



Seq, No. 


291153 


Seq. ID 


LIB148-043-Q1-E1-D10 


Method 


BLASTX 


NCBI GI 


gll71161 


BLAST score 


151 


E value 


2.0e-10 


Match length 


54 


% identity 


46 


NCBI Description 


{U41472) pectate lyase homolog [Medicago sativa] 


Seq- No. 


291154 


Seq. ID 


LIB148-043-Q1-E1-D3 


Method 


BLASTX 


NCBI GI 


g2829898 


BLAST score 


175 


E value 


9.0e-13 


Match length 


54 


% identity 


56 


NCBI Description 


{AC002311) Hypothetical protein [Arabidopsis thaliana] 


^ . 1^ V.a' . 


291155 


Seq. ID 


LIB148-043-Q1-E1-E2 


Method 


BLASTX 


NCBI GI 


g4337202 


BLAST score 


170 


E value 


5.0e-12 


Match length 


112 


% identity 


35 


NCBI Description 


(AC006403) putative endosperm-specific protein [Arabidop 




thaliana] 


Seq. No. 


291156 


Seq, ID 


LIB148-043-Q1-E1-F4 


Method 


BLASTX 


NCBI GI 


g3702333 


BLAST score 


189 


E value 


2.0e-14 


Match length 


59 


% identity 


47 


NCBI Description 


{AC005397) hypothetical protein [Arabidopsis thaliana] 


Seq. No, 


291157 


Seq. ID 


LIB148-043-Q1-E1-G6 


Method 


BLASTX 


NCBI GI 


g4539304 


BLAST score 


266 


E value 


2.0e-23 


Match length 


125 


% identity 


42 


NCBI Description 


{AL049480) putative protein [Arabidopsis thaliana] 


Seq. No. 


291158 


Seq. ID 


LIB148-043-Q1-E1-H7 



40498 



Method 

NCBI GI 

BLAST score 

S value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4467125 

586 

8,0e-61 

134 

81 

(AL035538) 



putative protein [Arabidopsis thaliana] 



291159 

LIB148-044-Q1-E1-A2 

BLASTN 

g433038 

62 

3,0e-26 
93 
91 

Zea mays 
mRNA 



W-22 clone cDNA7 retroelement PREM-l-containing 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 
Seq. ID 
Method 
NCBI GI 



291160 

LIB148-044-Q1-E1-A4 

BLASTN 

g22420 

236 

l.Oe-130 

382 

98 

Z.mays mRNA for polygalacturonase (clone PG2) 
291161 

LIB148-044-Q1-E1-A7 

BLASTX 

g2130028 

241 

2.0e-20 

78 

59 

B12D protein - barley >gi_471319_emb_CAA54065 . 1_ (X76604) 
HVB12D [Hordeum vulgare] >gi_3445292_emb_CAA70936_ {Y09805) 
B12Dgl [Hordeum vulgare] 

291162 

LIB148-044-Q1-E1-B3 

BLASTX 

g2230959 

155 

3.0e-10 

111 

38 

{Y10149) subtilisin-like protease [Lycopersicon esculentum] 
>gi_4200336_emb_CAA76725__ (¥17276) P69B protein 
[Lycopersicon esculentum] 

291163 

LIB148-044-Q1-E1-C1 

BLASTX 

g2583123 



40499 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



279 

7.0e-25 

69 

75 

(AC002387) putative nucleotide sugar epimerase [Arafoidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



291164 

LIB148-044-Q1-E1-G4 

BLASTX 

g22422 

206 

3.0e-16 

44 

89 

(K57743) polygalacturonase [Zea mays] 
291165 

LIB148-044-Q1-E1-G5 

BLASTX 

gl864024 

349 

5.0e-33 

78 

88 

(U35683) calcium-binding pollen allergen [Cynodon dactylon] 
>gi_1871507_einb_CAA62634_ (X91256) calcium-binding pollen 
allergen [Cynodon dactylon] 

291166 

LIB148-045-Q1-E1-H9 

BLASTX 

gl834353 

142 

5.0e-09 

85 

45 

(Y10986) hypothetical protein 194 



[Arabidopsis thaliana] 



291167 

LIB148-046-Q1-E1-A10 

BLASTX 

g2191152 

175 

9.0e-19 

82 

55 

{AF007269) A_IG002N01. 31 gene product [Arabidopsis 
thaliana] 

291168 

LIB148-046-Q1-E1-F1 

BLASTX 

g4415931 

321 

9.0e-30 
118 



40500 



# 



% identity 

NCBI Description 



58 

{AC0O6418) unknown protein [Arabidopsis thaliana] 
>gi_4559393_gb_AAD23053.1_AC006526_18 (AC006526) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 


291169 


Seq. ID 


LIB148-047 


Method 


BLASTX 


NCBI GI 


g3668084 


BLAST score 


142 


E value 


9.0e-09 


Match length 


43 


% identity 


56 


NCBI Description 


(AC004667) 


Seq. No. 


291170 


Seq. ID 


LIB148-047 


Method 


BLASTX 


NCBI GI 


g2529707 


BLAST score 


264 


E value 


4.0e-23 


Match length 


87 


% identity 


55 


NCBI Description 


{AF001434) 


Seq. No. 


291171 


Seq. ID 


LIB148-047 


Method 


BLASTX 


NCBI GI 


g3776559 


BLAST score 


145 


E value 


4.0e-09 


Match length 


68 


% identity 


46 


NCBI Description 


(AC005388) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAG 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene- [Arabidopsis thaliana] 

291172 

LIB148-047-Q1-E1-G4 

BLASTX 

g3182927 

182 

2.0e-13 
125 
38 

HYDROXYATRAZINE HYDROLASE 
[Pseudomonas sp. ADP] 

291173 

LIB148-047-Q1-E1-H4 
BLASTX 
gll71008 
341 

4.0e-32 
111 
58 



>gi 1732206 (U66917) AtzB 



40501 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E- value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



POLLEN ALLERGEN PHL P 1 PRECURSOR (PHL P I) 

>gi_629812_pir S44182 allergen Phi pi- common timothy 

>gi_473360__emb_CAA55390_ (X78813) Phi p I allergen [Phleum 
pratense] 

291174 

LIB148-048-Q1-E1-B5 

BLASTN 

g2239261 

37 

2.0e-ll 

61 
90 

Zea Mays mRNA for pectin methylesterase-like protein 
291175 

LIB148-048-Q1-E1-D9 

BLASTX 

g4325324 

380 

l.Oe-36 

95 

69 

(AF125574) lysyl-tRNA synthetase; LysRS [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



291176 

LIB148-048-Q1-E1-H4 

BLASTX 

g4415931 

408 

l.Oe-43 

143 

60 

(AC006418) unknown protein [Arabidopsis thaliana] 
>gi_4559393_gb_AAD23053.1_AC006526_18 {AC006526) unknown 
protein [Arabidopsis thaliana] 

291177 

LIB148-049-Q1-E1-C11 

BLASTX 

g4218011 

297 

6.0e-27 

88 

64 

{AC006135) putative protein kinase [Arabidopsis thaliana] 
>gi_4309721_gb_AAD15491_ (AC006439) putative 
serine/threonine protein kinase [Arabidopsis thaliana] 

291178 

LIB148-04 9-Q1-E1-H12 

BLASTX 

g2245066 

254 

4.0e-22 
98 



40502 



% identity 

NCBI Description 

Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50 

{Z97342) Beta-Amyiase [Arabidopsis thaliana] 
291179 

LIB148-050-Q1-E1-A1 

BLASTX 

g4581150 

226 

l.Oe-18 

94 

53 

(AC006919) hypothetical protein [Arabidopsis thaliana] 



291180 

LIB148-G50-Q1-E1-A9 

BLASTN 

g22458 

83 

5.0e-39 

127 

91 

Z.mays pollen specific 



mRNA C-terminal (clone 4H7) 



291181 

LIB148-050-Q1-E1-C8 

BLASTX 

g3193316 

253 

7.0e-22 
106 
52 

(AF069299) 
epimerases 



contains similarity to nucleotide sugar 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291182 

LIB148-050-Q1-E1-D3 

BLASTX 

g464849 

265 

3.0e-23 

120 

54 

TUBULIN ALPHA CHAIN >gi_486847_pir S36232 tubulin alpha 

chain - almond >gi_20413_emb_CAA47 635_ (X67162) 
alpha-tubulin [Prunus dulcis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291183 

LIB148-050-Q1-E1-F1 

BLASTN 

g255568 

56 

9.0e-23 

181 

88 

pollen specific protein [Zea mays=corn. 



mRNA, 943 nt] 



Seq. No, 



291184 



40503 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB148-050-Q1-E1-G11 

BLASTX 

g695411 

277 

l.Oe-24 

59 

95 

(D49475) glutaraate dehydrogenase [Zea mays] 
291185 

LIB148-051-Q1-E1-A8 

BLASTN 

gl518673 

55 

4,0e-22 

111 

87 

Zea mays beta-D-glucosidase (glul) gene, intron 4 
transposon 1, complete sequence 

291186 

LIB148-051-Q1-E1-D11 

BLASTX 

g4218010 

173 

2,0e-12 

97 

41 

{AC006135) putative sugar transporter [Arabidopsis 
thaliana] >gi_4309720_gb_AAD154 90_ (AC006439) putative 
sugar transporter [Arabidopsis thaliana] 



Seq. No. 


291187 


Seq. ID 


LIB148-051-Q1-E1-G4 


Method 


BLASTX 


NCBI GI 


g4104056 


BLAST score 


510 


E value 


7.0e-52 


Match length 


136 


% identity 


68 


NCBI Description 


(AF031194) S276 [Triticiom aestivum] 


Seq. No. 


291188 


Seq. ID 


LIB148-051-Q1-E1-H9 


Method 


BLASTX 


NCBI GI 


gl518540 


BLAST score 


369 


E value 


2.0e-35 


Match length 


117 


% identity 


62 


NCBI Description 


(U53418) UDP-glucose dehydrogenase [Glycine max] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



291189 

LIB148-052-Q1-E1-F9 

BLASTX 

g2190992 

379 



40504 



E value 


2.0e-36 


Match length. 


1 97 
IZ / 


% identity 


Q A 
04 


NCBI Description 


(ArUU4oooj giuTzaunione 




tauschii] 


Seq. No* 




beq. lU 


lilJDlfiO \JD^ \J± lltX OJ. 


DQernou 




NCBI GI 


g2463509 


BLAST score 


178 


E value 


1 . ue 1^ 


Match length 


DO 


% identity 




NCBI Description 


tiuyD4ij pecrare lyase 


Seq. No, 


zyiiyi 


beq. lu 


l>ll3l4cS UOZ— yi— rjl kji? 


Meunoa 


nliAb i A 


NCBI GI 


gzUooo4 / 


BLAST score 


O T C 


E value 


3.0e-24 


Match length 


128 


% identity 




NCBI Description 


(AFUUziUy) nypotneticai 




>gi 3158394 (AF036340) 




[Arabidopsis thaliana] 


Seq. No. 


291192 


beq. lu 


T TRI 4 ft — fl R9— nl — "Fl — Rft 


Method 


BLASTN 


NCBI GI 


g2245648 


BLAST score 


106 


E value 


l.Oe-52 


Match length 


122 



LRR-containing F-box protein 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

Zea mays discolored-1 (mutant allele dscl-Ref : :Mul) 
partial sequence 



gene, 



Seq. No. 
Seq. ID 



291193 

LIB148-053-Q1-E1-A1 

BLASTX 

gl706082 

143 

4.0e-09 

79 

42 

SERINE CARBOXYPEPTIDASE II-3 PRECURSOR (CP-MII.3) 

>gi_629787_pir S44191 serine-type carboxypeptidase (EC 

3.4.16.1) II-3 - barley >gi_619350_bbs_153536 
CP-MII.3=serine carboxypeptidase [Hordeum vulgare=barley, 
cv. Alexis, aleurone. Peptide, 516 aa] 

>gi_474392_emb_C7\A55478_ (X78877) serine carboxylase II-3 
[Hordeum vulgare] 

291194 

LIB148-053-Q1-E1-F8 



40505 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4544422 

565 

2.0e-58 

136 

78 

(AC006955) 



putative fimbrin [Arabidopsis thaliana] 



291195 

LIB148-056-Q1-E1-F1 

BLASTX 

g4191774 

444 

4.0e-44 

142 

60 

(AC005917) putative beta-1, 3-endoglucanase [Arabidopsis 
thaliana] 



Seq. No. 


291196 


Seq. ID 


LIB148-056-Q1-E1-H8 


Method 


BLASTX 


NCBI GI 


g4538923 


BLAST score 


159 


E value 


9.0e-ll 


Match length 


99 


% identity 


48 


NCBI Description 


(AL049483) predicted protein destination fa 




[Arabidopsis thaliana] 


Seq. No. 


291197 


Seq. ID 


LIB148-057-Q1-E1-A8 


Method 


BLASTN 


NCBI GI 


g288378 


BLAST score 


122 


E value 


4.0e-62 


Match length 


317 


% identity 


85 


NCBI Description 


Z.mays gene PG for polygalacturonase 


Seq. No. 


291198 


Seq. ID 


LIB148-057-Q1-E1-B6 


Method 


BLASTX 


NCBI GI 


g2723471 


BLAST score 


146 


E value 


2,0e-09 


Match length 


57 


% identity 


49 


NCBI Description 


(D87819) sucrose transporter [Oryza sativa] 


Seq. No. 


291199 


Seq, ID 


LIB148-057-Q1-E1-C2 


Method 


BLASTX 


NCBI GI 


g3913427 


BLAST score 


659 


E value 


2.0e-69 


Match length 


132 



40506 



% identity 

NCBI Description 



100 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDO >gi_1532073_einb_CAA69075_ (Y07767) 
S-adenosylmethionine decarboxylase [Zea mays] 



Seq. No. 


291200 


Seq. ID 


LIB148-057-Q1-E1-C4 


Method 


BLASTN 


NCBI GI 


gl532072 


BLAST score 


42 


E value 


2.0e-14 


Match length 


86 


% identity 


87 


NCBI Description 


Z.mays mRNA for S-adenosylmethionine decarboxylase 


Seq. No. 


291201 


Seq. ID 


LIB148-057-Q1-E1-D11 


Method 


BLASTX 


NCBI GI 


g4210504 


BLAST score 


193 


E value 


2.0e-15 


Match length 


70 


% identity 


53 


NCBI Description 


(AC002392) putative cadmium- transporting ATPase 




[Arabidopsis thaliana] 


Seq. No. 


291202 


Seq. ID 


LIB148-057-Q1-E1-D12 


Method 


BLASTX 


NCBI GI 


g3063468 


BLAST score 


166 


E value 


l.Oe-11 


Match length 


70 


% identity 


56 


NCBI Description 


(AC003981) F22O13.30 [Arabidopsis thaliana] 


Seq. No. 


291203 


Seq. ID 


LIB148-057-Q1-E1-D7 


Method 


BLASTX 


NCBI GI 


gl586940 


BLAST score 


230 


E value 


4.0e-19 


Match length 


65 


% identity 


71 


NCBI Description 


Ser/Thr kinase [Lycopersicon esculentum] 


Seq. No. 


291204 


Seq. ID 


LIB148-057-Q1-E1-G7 


Method 


BLASTX 


NCBI GI 


g3175990 


BLAST score 


260 


E value 


3.0e-29 


Match length 


94 


% identity 


71 


NCBI Description 


(AJ005836) GDP dissociation inhibitor [Cicer arietinum] 


Seq. No. 


291205 



40507 



oecj. ±u 


T,TRi 48-057 




BLASTX 


NCBI GI 


g4567283 


BLAST score 


214 


Hi va.±ue 




ixiaLcn xBnyun 


0 0 


-6 laentity 






^ riO \ J U U O *± X / 


beq. JNO . 




Qorr T n 

beq. lu 


T TR1 4fi-nSfi 




BLASTX 


iNLril \jL 


y ^± Z Z UOZ 




165 


E value 


3.0e-19 


Match length 


66 


% identity 


71 


NCBI Description 


profilin 2 




profilin 2 



unknown protein [Arabidopsis thaliana] 



- maize >gi_ 
[Zea mays] 



313140 emb CAA51719 (X73280) 



Seq. No. 


291207 


Seq. ID 


LIB148-058-Q1-E1-B3 


Metnod. 


tJLAbiN 


NCBI GI 


g255568 


BLAST score 


249 


E value 


l.Oe-138 


Match length 


249 


% identity 


100 


NCBI Description 


pollen specific protein 


Seq. No. 


291208 


Seq. ID 


LIB148-058-Q1-E1-D8 


Method 


BLASTN 


NCBI GI 


gll85553 


BLAST score 


62 


E value 


2.0e-26 


Match length 


133 


% identity 


47 


NCBI Description 


Zea mays glyceraldehyde- 




gene, complete cds 


Seq. No. 


291209 


Seq. ID 


LIB148-058-Q1-E1-E8 


Method 


BLASTX 


NCBI GI 


g3152590 


BLAST score 


197 


E value 


l.Oe-15 


Match length 


83 



mRNA, 943 nt] 



(gpc2) 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



47 

(AC002986) Similar to protein serine/threonine kinase NPK15 
gb_D31737 from Nicotiana tabacum. [Arabidopsis thaliana] 

291210 

LIB148-058-Q1-E1-F1 

BLASTX 

g3355780 

155 



40508 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



2,0e-10 

44 

64 

(AJ004 997) expansinlS [Lycopersicon esculentum] 
291211 

LIB148-058-Q1-E1-H2 

BLASTX 

gl523800 

198 

l.Oe-15 

52 

73 

(Y07694) MAP kinase kinase alpha protein kinase 
[Arabidopsis thaliana] 

291212 

LIB148-058-Q1-E1-H3 

BLASTX 

gl35449 

405 

9.0e-40 

91 

85 

TUBULIN BETA-1 CHAIN >gi_100932_pir S14701 tubulin beta-1 

chain - maize >gi_295851_einb_CAA37060_ (X52878) beta 1 
tubulin [Zea mays] 

291213 

LIB148-058-Q1-E1-H6 

BLASTX 

g729944 

139 

7.0e-09 

40 

60 

POLLEN ALLERGEN ZEA M 1 (ZEA M I) >gi_478272_pir JC1524 

major allergen ml protein - maize >gi_293902 (L14271) Zea 
ml [Zea mays] 

291214 

LIB148-058-Q1-E1-H8 

BLASTX 

g4510345 

154 

3.0e-10 

47 

57 

(AC0Q6921) unknown protein [Arabidopsis thaliana] 
291215 

LIB148-059-Q1-E1-C2 

BLASTX 

g3559811 

328 

l.Oe-30 
92 



40509 




% identity 68 

NCBI Description (AJ010735) grl-protein [Arabidopsis thaliana] 

Seq. No. 291216 

Seq. ID LIB148-059-Q1-E1-D2 

Method BLASTX 

NCBI GI g2980770 

BLAST score 249 

E value 3.0e-28 

Match length 118 

% identity 63 

NCBI Description (AL022198) putative protein kinase [Arabidopsis thaliana] 



beq. No. 


0 Q1 ^1 7 


Seq. ID 


LIB148-059-Q1-E1-H11 


Method 


BLASTN 


NCBI GI 


g312180 


BLAST score 


135 


E value 


6.0e-70 


Match length 


179 


% identity 


94 


NCBI Description 


Z.mays GapC4 gene 


Seq. No. 


291218 


Seq. ID 


LIB148-059-Q1-E1-H12 


Method 


BLASTN 


NCBI GI 


g312180 


BLAST score 


104 


E value 


2.0e-51 


Match length 


160 


% identity 


91 


NCBI Description 


Z.mays GapC4 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291219 

LIB148-060-Q1-E1-B1 

BLASTN 

g600117 

71 

l.Oe-31 

196 

60 

Z.mays (B73) gene for extensin-like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291220 

LIB148-060-Q1-E1-B10 

BLASTX 

g3786000 

142 

9.0e-09 

135 

30 

(AC005499) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



291221 

LIB148-060-Q1-E1-C1 

BLASTX 

gl711508 



40510 



BLAST score 




E value 


2.0e-32 


Match length 


121 


^ T /~\ 1^ ^ T 4* T T 

% iaenLii.y 


R7 

D f 


wcrJi uescrxpi-ion 


ciTCKiaT. RFrOHKITTTON PARTICLE 54 KD PROTEIN 1 (SRP54) 


■s./n' iri9nnnn ^tar9P4^ Q-in-nAl rpporrrri i" i nn DaTticle 54 kDa 




c^nlmiri i 1" fHoTdpniR vulcrarel 


be<5« iNO . 






LTB148-060-O1-E1-C2 

XJ J- 13 J. T IJ WW St-*- ■1-' -J- v-'i* 


Method 


T3T 7i Q'PV 

DLiH.O 1 A 


NCBI GI 


g3236246 


BLAST score 


282 


jij vaj-ue 


A nA-9R 


Match length 


P Q 
o y 


% identity 




jNL-ni uescrxpi-ion 


^arnOAf^RAl mit*;:^'i-i vf^ pxnansin nrotein TArabidoDsis thaliana 


beg. NO. 


9Q1 99*^ 


osg« j-iJ 


t.TRI 4R-nfin-01 -F.l-Dl 


Method 


OT 7\ CT'V 

dLiAo i A 


NCBI GI 


g2673912 


BLAST score 


311 


E value 


1 no-9R 
1 . ue ^ 0 


Match length 


o D 


% identity 


/ 1 


NLBi uescriprion 


/ Acnoo \ nnV-n otatti T^r*rii~fiin f At^j^Iti Hnns IS "t~h3 1 isna 1 

V-riOUUZDDly uriKIlOWll piUCcXli Lril. a.iJXU.u^O-LO L,nci 0,110. j 


Seq. No. 


zyizZ4 


Seq. ID 


iiioi^o uou yi JLi no 


Method 


BLASTX 


NCBI GI 


-,-1 rsi £:q no 
giu / ooUz 


BLAST score 


268 


E value 


2.0e-23 


Match length 


89 


% identity 


Do 


nodI uescriprion 


civhcanQ-i rt-l -i iro n-roi-fiin - m^i ve^ >ni 600118 emb CAA84230 




^^o4 4iooj exT_ensinnKe pirQuexii i_zjt^c± ULciyoj 




^rr-i 1 DQf^RRl riT-P 911147fiA pvi-pn s "i n-like domain fZea luavsl 


Seq. No. 


9 Q1 9 9 R 


oeq* J.U 


T.TR148-061-O1-E1-A2 


Method 


BLASTX 


NCBI GI 


gl839597 


BLAST score 


431 


E value 


l.Oe-42 


Match length 


139 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



65 

(S82324) calcium/ calmodulin-dependent protein kinase 
homolog_CaM kinase homolog_MCKl [Zea mays-maize, cv. Merit, 
root caps. Peptide, 625 aa] [Zea mays] 

291226 

LIB148-061-Q1-E1-B5 

BLASTX 

g508526 

289 



40511 







ria.x-cn xengun 


oo 


% identity 








becj* NO. 


zyxzz / 


06vj* XU 


XiXDX^O UOX \J-i- I-J-L I-Jwf 


Method. 


l3X)/iO i LN 


NCBI GI 


g22458 


BLAST score 


53 


Hi vaxue 


t; Do— 91 


Match length 


X Jo 


% identity 


Q R 

oo 


iNLoDX UtsSoX Xp UXUIl 




beq, wo. 




oec[» xu 


LiXJdx^i 0 u ox yx Jix e xz 






iNwOX VjX 


rr97^Q?Q9 
gz / o_?oo 


BLAST score 


291 


E value 


2.0e-26 


riancn xengun 


XUo 


% identity 




NCBI Description 


(AC002505) myosin heavy chain-like prot( 




x-naxxa,n.a. j 


Seq. No. 


zyizzy 


beq. xiJ 


T TT31 yiQ_n^;i _r^i _t71 _r'i 
LiX o X 4 cS *" U D X — U X — Jfej X — UX 




■RT 2iQTV 


iNOOX oX 


goz y 0 oz 


BLAST score 


307 


E value 


3.0e-28 


Matcn lengtn 


lUo 


% identity 




NCBI Description 


polygalacturonase — inaize >gi 288367 em 




poxyyaxacuuxoriase [^ed ludyoj 


Seq. No. 


zyxz JU 




T TRI 4^-0^1 — ni -Fl —Hi 9 

XiXOXtcO U O -L v-"- nJ-i. 




oXiriO 1 A 


NCBI GI 


gl568480 


BLAST score 


188 


E value 


o • ue X4 


Match length 


4 0 


^ xaentity 


oU 


lnUdx uescrxpuxon 


\lilXl\JO) CaCZ XXKc prOt-cXn KXIldoc; LDcLa. 


Seq, No. 


zy xZoi 






Method 


BLASTX 


NCBI GI 


g3355465 


BLAST score 


206 


E value 


7.0e-17 


Match length 


61 



% identity 

NCBI Description 



64 

(AC004218) 
thaliana] 



putative Ser/Thr protein kinase [Arabidopsis 



40512 



II 



O c v>[ • IN • 




• J-U 


i-ixoj.io vj U-^ W-'- J->x 




JDJUriO i. A 


NCBI GI 


g422032 


BLAST score 


438 


E value 


z • ue^ 0 


LYia ten xengun 


1 1 R 
X X 0 




/ o 




nrofi Tin 9 — mp^ i >rri "^1 '^1 40 pmh PAASI 71 Q 

^XLIXXXXii i. ILLdX^C ^yX JX*JXr±VJ CllUJ \w^ru^ J X / J. _/ 




proxxxxn z t^ea luaysj 




9Q1 9'5'3 
Z I7XZ 


Carr Tn 
OcL£ • ±U 


XiXljXrlO UDO yx ILi ± JZiX^ 


Method 


BLASTX 


NCBI GI 


g3894197 


dLiAo i scoj_e 




£j Va.Xue 


^ • ue xo 


Match length 




2* T ^ y-x ■4" T ^ T T 

^ laenLiLy 


7fi 


NCBI Description 


(AC005662) hypothetical protein [Arabidopsis 


oeq. JNO. 


9Q1 O'^A 


oeq. lU 


XiXox^o uDO yx HjX r XX 


Method 


JdLiAo 1 A 


NCBI GI 


g567890 


BLAST score 


221 


E value 


D . ue-io 


iMlaticn lengtn 


Q C 
O D 


% identity 






{LiOlOD^,} JjeLd. y d.X<aC LUoXUcibe OCJIlLpXcXUeXi Ld LXLHl 




[Cloning vector] 


oeq. LnO. 


9Q1 9'5R 
Z !7XZ 


oeq. LU 


XiXoX^O uDO v-L -I-jX r / 


Method 


BLASTX 


NCBI GI 


g22160 


rJijAoJ. score 


xo X 


E value 


4 • ue xu 


Match length 


/ u 


^ idciiUlty 




wud± uescriprion 


(auzcs^zj puc » iiir/iiUr iiransxocaLor L^sa luays 


oeq . LNO . 


9 Q1 9 "^^^ 
Z y XZ J D 


oeq. lu 


XjXJdX^O U OO yx lliX n J 


Method 


BLASTX 


NCBI GI 


g4512703 


rsiiAoi score 


Xo 0 


E value 


o . ue-x4 


Maucfi lengLii 


11/1 
xX4 


o ivJ.cXlLJ.Ly 




NCBI Description 


(AC006569) unknown protein [Arabidopsis thai 


Seq. No. 


291237 


Seq. ID 


LIB148-064-Q1-E1-B3 


Method 


BLASTX 


NCBI GI 


g3660469 



(X73280) 



40513 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169 

2.06-12 

56 

57 

(AJ001808) succinyl-CoA-ligase beta subunit [Arabidopsis 
thaliana] >gi_4512693_gb_AAD2174 6. 1_ (AC006569) 
succinyl-CoA ligase beta subunit [Arabidopsis thaliana] 



Seq, No. 


o m o o o 

2912oo 




Seq. ID 


LIB148-064-Ql-El-By 




Method 


BLASTX 




NCBI GI 


goo yoU / 




BLAST score 






E value 


3.0e-21 




Match length 


66 




% identity 


77 




NCBI Description 


{U15994) histone H3 [Plasmodium 


f alci 


Seq. No; 


291239 




Seq. ID 


LIB148-064-Q1-E1-C10 




Method 


BLASTX 




NCBI GI 


gl419370 




BLAST score 


177 




cj vaxue 


7.0e-13 




Match length 


110 




% identity 


38 




NCBI Description 


(X97726) actin depolymerizing factor 


Seq. No. 


291240 




Seq. ID 


LIB148-064-Q1-E1-C11 




Method 


BLASTX 




NCBI GI 


g2497200 




BLAST score 


350 




E value 


4.0e-33 




Match length 


123 




% identity 


58 




NCBI Description 


HYPOTHETICAL 34.2 KD PROTEIN IN 


CUSl- 



.18A1 INTERGENIC 

REGION >gi_1084770_pir S56055 hypothetical protein YMR241w 

- yeast (Saccharomyces cerevisiae) >gi_736307_emb_CAA88 651_ 
(Z48756) unknown [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291241 

LIB148-064-Q1-E1-C12 

BLASTX 

g4056457 

305 

8.0e-28 

125 

49 

{AC005990) ESTs gb_234051 and gb_F13722 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



291242 

LIB148-064-Q1-E1-D10 

BLASTX 

gl749466 

179 



40514 



E value 
Match length 
% identity 
NCBI Description 



4.0e-13 

60 

55 

(D89129) similar to Saccharomyces cerevisiae 
aspartate-semialdehyde dehydrogenase, SWISS-PROT Accession 
Number P13663 [Schizosaccharomyces pombe] 



Seq. No. 


291243 


Seq. ID 


LIB148-064-Q1-E1-G5 


Method 


BLASTX 


NCBI GI 


g4455338 


BLAST score 


501 


E value 


7.0e-51 


Match length 


121 


% identity 


80 


NCBI Description 


(AL035525) putative protein [Arabidops 


Seq. No. 


291244 


Seq. ID 


LIB148-064-Q1-E1-G9 


Method 


BLASTX 


NCBI GI 


g548492 


BLAST score 


276 


E value 


2.0e-24 


Match length 


108 


% identity 


56 


NCBI Description 


EXOPOLYGALACTURONASE PRECURSOR (EXOPG) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



(PECTINASE) 

(GALACTURAN 1, 4 -ALPHA- GALACTURON IDAS E) 

>gi_629853__pir S30066 polygalacturonase - maize 

>gi__288379_emb_CAA45751_ (X64408) polygalacturonase [Zea 
mays] 

291245 

LIB148-064-Q1-E1-H6 

BLASTX 

g893294 

531 

2,0e-54 

125 
82 

{L43362) 4-coumarate:CoA ligase isoform 2 [Oryza sativa] 
291246 

LIB148-065-Q1-E1-B6 

BLASTX 

g4417304 

336 

2.0e-31 

106 

55 

(AC006446) putative beta-1, 4-mannosyl-glycoprotein 
beta-1, 4-N-acetylglucosaminyltransferase [Arabidopsis 
thaliana] 

291247 

LIB148-065-Q1-E1-E9 

BLASTX 

g3420055 



40515 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206 

3.0e-16 

69 

61 

(AC004680) cyclophilin [Arabidopsis thaliana] 
291248 

LIB148-066-Q1-E1-A5 

BLASTX 

gl326022 

155 

2.0e-10 

79 

25 

{X01474) polyubiquitin precursor fragment [Saccharomyces 
cerevisiae] 



Seq. No, 


291249 


Seq. ID 


LIB189-001- 


Method 


BLASTX 


NCBI GI 


g2407279 


BLAST score 


471 


E value 


2.0e-47 


Match length 


93 


% identity 


94 


NCBI Description 


{AF017362) 


Seq. No. 


291250 


Seq. ID 


LIB189-001 


Method 


BLASTX 


NCBI GI 


g2262105 


BLAST score 


239 


E value 


4.0e-20 


Match length 


84 


% identity 


46 


NCBI Description 


(AC002343) 


Seq. No. 


291251 


Seq. ID 


LIBi89-001 


Method 


BLASTX 


NCBI GI 


g2191136 


BLAST score 


202 


E value 


8.0e-16 


Match length 


94 


% identity 


46 


NCBI Description 


(AF007269) 



unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



Similar to UTP-Glucose Glucosyltransf eraser- 
coded for by A. thaliana cDNA T4 6230; coded for by A. 
thaliana cDNA H76538; coded for by A. thaliana cDNA H76290 
[Arabidopsis thaliana] 

291252 

LIB189-001-Q1-E1-E10 

BLASTN 

g4138731 

65 

2.0e-28 
145 



40516 



% identity 


86 


nljdx uescxipLion 




Seq. No. 




beq. IJJ 


T Tui QQ— nni — — tti — tpi n 


Method 


rSijilO i A 


NCBI GI 


g3582335 


BLAST score - 


153 


E value 


1 . Ue-lU 


Match length 


bb 


% identity 


49 


NCBI Description 


(AC0054 96) unknown protein [Arabidopsis thaliana] 


Seq. No. 


zyl2b4 


O ^ TT\ 

beq. lu 


IjIdi o y — u u ± yi jIjX r o 


Method 


BLASTX 


NCBI GI 


g2443878 


BLAST score 


246 


E value 


C Art 0 1 


Match length 


99 


% identity 


58 


NCBI Description 


(ACUu^zy4) unKnown prorem [Araoiaopsis rnaxianaj 


Seq. No. 


291255 


Seq. ID 




Method 


BLAbiX 


NCBI GI 


g2492754 


BLAST score 


198 


E value 


4.0e-16 


Match length 


112 


% identity 


46 


NCBI Description 


SORBITOL UTILIZATION PROTEIN SOUl >gi_21bo^4i (AFUUzlo4) 




Soulp [Candida albicans] 


Seq. No. 


291256 


Seq. ID 


TXTiioQ nno Tl 
LIBloy-UUz-yi-£jl-Ao 


Method 


BLASTX 


NCBI GI 


g381059D 


BLAST score 


224 


E value 


2.0e-18 


Match lengthy 


127 


% identity 


38 


NCBI Description 


(AC005398) reverse-transcriptase-like protein [Arabidops 




thaliana] 


Seq. No. 


291257 


Seq. ID 




Method 




NCBI GI 


g400803 


BLAST score 


461 


E value 


2.0e-46 


Match length 


92 


% identity 


100 



NCBI Description 



2,3-BISPHOSPHOGLYCERATE-INDEPENDENT PHOSPHOGLYCERATE MUTASE 
(PHOSPHOGLYCEROMUTASE) (BPG-INDEPENDENT PGAM) (PGAM-I) 

>gi_283033_pir ^A42807 phosphoglycerate mutase (EC 

5.4.2.1), 2f 3-bisphosphoglycerate-independent - maize 



40517 



>gi_168588 {M80912) 2, 3-bisphosphoglycerate-independent 
phosphoglycerate mutase [Zea mays] 



Seq. No. 


291258 


Seq. ID 


LIB189-002-Q1-E1-B8 


Method 


BLASTX 


NCBI GI 


g3080440 


BLAST score 


147 


E value 


2 > ue-oy 


Match length 


35 


% identity 


83 


NCBI Description 


(ALUzzdUo) nypotnetical protein [AraDiaopsis tnalianaj 


Seq. No. 


291259 


Seq. ID 


LIB189-002-Q1-E1-C9 


Method 


BLASTX 


NCBI GI 


gl29949 


BLAST score 


207 


E value 


1. Oe-16 


Match length 


79 


% identity 


54 


NCBI Description 


BONE PROTEOGLYCAN II PRECURSOR (PG-S2) (DECORIN) 




>gi__89740_pir S06280 decorin precursor - bovine 




>gi_619_emb_CAA68702_ (Y00712) precursor polypeptide (AA 




-30 to 330) [Bos taurus] 


Seq. No. 


291260 


Seq. ID 


LIB189-002-Q1-E1-D1 


Method 


BLASTX 


NCBI GI 


g4096786 


BLAST score 


141 


E value 


1, Oe-16 


Match length 


82 


% identity 


61 


NCBI Description 


(U39958) NADP-malic enzyme [Zea mays] 


Seq. No. 


291261 


Seq. ID 


LIB189-002-Q1-E1-E9 


Method 


BLASTN 


NCBI GI 


g2984708 


BLAST score 


285 


E value 


l.Oe-159 


Match length 


340 


% identity 


96 


NCBI Description 


Zea mays Dna J- related protein ZMDJl (mdJl) gene, complete 




cds 


Seq. No. 


291262 


Seq. ID 


LIBlo9-00z-Ql-El-Fo 


Method 


BLASTX 


NCBI GI 


g2621798 


BLAST score 


227 


E value 


8,0e-19 


Match length 


78 


% identity 


53 


NCBI Description 


(AE000850) transcriptional regulator [Methanobacterium 




thermoautotrophicum] 



40518 



Seq, No. 


O Q 1 O C3 


Seq. ID 


LlBlo y-UUZ-yi-iijl-nlU 


Method 


BLASTX 


NCBI GI 


g4510348 


BLAST score 


14 y 


E value 


1 . Oe-09 


Match length 


54 


% identity 


oz 


NCBI Description 


(AC006921) unknown protein [Arabidopsis thaliana] 


Seq. No. 


^yiZD4 


Seq. ID 


LIB189-002-Q1-E1-H4 


Method 


TIT 7\ OnrV 


NCBI GI 


g631955 


BLAST score 


470 


E value 


3 . Oe-47 


Match length 


103 


% identity 


83 


NCBI Description 


cniorophyll a/JO binamg protein type Ii (LHOi) - LiOiium 




temulentum L 


Seq. No. 


291265 


Seq. ID 


LIB189-003-Q1-E1-A1 


Method 


BLASTX 


NCBI GI 


g3341693 


BLAST score 


178 


E value 


6, Oe-13 


Match length 


77 


% identity 


55 


NCBI Description 


{AC003672) unknown protein [Arabidopsis thaliana] 


Seq. No. 


291266 


Seq. ID 


LIBlby-Uu J-Q1-E1-A4 


Method 


BLASTX 


NCBI GI 


gl703029 


BLAST score 


297 


E value 


6. Oe-27 


Match length 


126 


% identity 


47 


NCBI Description 


CLATHRIN COAT ASSEMBLY PROTEIN AP47 HOMOLOG 2 (CLATHRIN 




COAT ASSOCIATED PROTEIN AP47 HOMOLOG 2) (GOLGI ADAPTOR AP- 




47 KD PROTEIN HOMOLOG 2) (HAl 47 KD SUBUNIT HOMOLOG 2) 




(CLATHRIN ASSEMBLY PROTEIN ASSEMBLY PROTEIN COMPLEX. . . 




>gi 468382 (L07074) clathrin-associated adaptor protein 




[Rattus norvegicus] 


Seq. No. 


291267 


Seq. ID 


TTIDlOA AA'D /^T tT""! DlA 

LIBloy-uU o-Ql-El-BlU 


Method 


■QT a Qipv 


NCBI GI 


g2967835 


BLAST score 


236 


E value 


8.0e-20 


Match length 


67 


% identity 


60 


NCBI Description 


(AF052061) polygalacturonase [Ophiostoma novo-ulrai] 



40519 



Seq. No. 


291268 




Seq, ID 


LIBloy-UDo- 


r\'\ TTi n'2 


Method 


BLASTX 




NCBI GI 


g2232017 




BLAST score 


300 




E value 


3.0e-27 




Match length 


100 




% identity 


59 




NCBI Description 


(U95953) viviparous- 


Seq. No. 


291269 




Seq. ID 


LIB189-003- 


-Q1-E1-D4 


Method 


BLASTX 




NCBI GI 


g4558558 




BLAST score 


213 




E value 


5.0e-17 




Match length 


111 




% identity 


45 




NCBI Description 


(AC007138) 


putative 




thaliana] 




Seq. No. 


291270 




Seq. ID 


LIB189-003- 


-Q1-E1-E7 


Method 


BLASTX 




NCBI GI 


g2062676 




BLAST score 


144 




E value 


5.0e-09 




Match length 


54 




% identity 


43 





14 [Zea mays] 



[Arabidopsis 



NCBI Description {U88909) inhibitor of apoptosis protein 2 [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291271 

LIB189-003-Q1-E1-G5 

BLASTN 

gl212995 

65 

4.0e-28 

93 

92 

H.vulgare mRNA for UDP-glucose pyrophosphorylase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291272 

LIB189-003-Q1-E1-G9 

BLASTX 

gl710565 

369 

2.0e-47 

100 

95 

60S RIBOSOMAL PROTEIN L44 (L41) >gi_1255906_dbj_BAA11057_ 
(D67040) ribosomal protein L41 [Candida utilis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



291273 

LIB189-004-Q1-E1-A12 

BLASTN 

g2687357 

208 



40520 



E value 
Match length 
% identity 
NCBI Description 



l.Oe-113 

253 
95 

Zea mays nonphototropic hypocotyl 1 (nphl) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291274 

LIB189-004-Q1-E1-C10 

BLASTN 

g4185305 

295 

l.Oe-165 

384 

95 

Zea mays cosmid IV.lEl 22-kDa alpha zein protein 21 
(SZ22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 



Seq- No. 


291275 


Seq. ID 


LIB189-004-Q1-E1-D5 


Method 


BLASTX 


NCBI GI 


g2880048 


BLAST score 


227 


E value 


l.Oe-18 


Match length 


93 


% identity 


52 


NCBI Description 


(AC002340) unknown protein 


Seq. No. 


291276 


Seq. ID 


LIB189-004-Q1-E1-F7 


Method 


BLASTN 


NCBI GI 


gll85553 


BLAST score 


60 


E value 


5.0e-25 


Match length 


111 


% identity 


53 


NCBI Description 


Zea mays glyceraldehyde-3- 




gene, complete cds 


Seq. No. 


291277 


Seq. ID 


LIB189-004-Q1-E1-H11 


Method 


BLASTX 


NCBI GI 


g3062801 


BLAST score 


155 


E value 


3.0e-10 



phosphate dehydrogenase (gpc2) 



Match length 

% identity 

NCBI Description 



37 
70 

{AB012873) arginine decarboxylase [Nicotiana sylvestris] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



291278 

LIB189-005-Q1-E1-A7 

BLASTN 

g3821780 

36 

8.0e-ll 
36 



40521 



% identity 100 

NCBI Description Xenopus laevis cDNA clone 27A6-1 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291279 

LIB189-005-Q1-E1-B9 

BLASTX 

g2244888 

236 

8.0e-20 

120 

39 

(Z97338) similarity to cytochrome P450 [Arabidopsis 
thaliana] 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291280 

LIB189-005-Q1-E1-H11 

BLASTX 

g629861 

157 

2.0e-10 

91 

40 

zein Zdl, 19K - maize >gi_535020_emb__CAA47 639_ (X67203) 
zein Zdl (19 kDa zein) [Zea mays] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291281 

LIB189-006-Q1-E1-B7 

BLASTX 

g3004555 

170 

5.0e-12 
117 
29 

(AC003673) 
thaliana] 



similar to salt inducible protein [Arabidopsis 



Seq. No, 


291282 


Seq, ID 


LIB189-006-Q1-E1-C11 


Method 


BLASTX 


NCBI GI 


g4336436 


BLAST score 


172 


E value 


2.0e-12 


Match length 


56 


% identity 


57 


NCBI Description 


(AF092432) protein phosphatase ■ 


Seq. No. 


291283 


Seq, ID 


LIB189-006-Q1-E1-D4 


Method 


BLASTX 


NCBI GI 


gll5608 


BLAST score 


640 


E value 


4.0e-67 


Match length 


127 


% identity 


98 


NCBI Description 


PHOSPHOENOLPYRUVATE CARBOXYLASE 



(PEPCASE) 

>gi_22563_emb_CAA33316_ (X15238) phosphoenolpyruvate 
carboxylase (AA 1 - 970) [Zea mays] 



40522 



# 



Seq. No, 


291284 


Seq. ID 


LIB189-006-Q1-E1-D5 


Method 


BLASTX 


NCBI GI 


g4581122 


BLAST score 


233 


E value 


2.0e-19 


Match length 


96 


% identity 


47 


NCBI Description 


{AC005825) putative glucokinase [Arabidopsis thaliana] 


Seq, No. 


291285 


Seq. ID 


LIB189-006-Q1-E1-F2 


Method 


BLASTX 


NCBI GI 


g2735428 


BLAST score 


269 


E value 


l.Oe-23 


Match length 


128 


% identity 


44 


NCBI Description 


(U94913) H-K-ATPase alpha 2b subunit [Rattus norvegicus 


Seq. No. 


291286 


Seq. ID 


LIB189-006-Q1-E1-H6 


Method 


BLASTX 


NCBI GI 


g2052383 


BLAST score 


222 


E value 


5,0e-27 


Match length 


68 


% identity 


85 


NCBI Description 


{U66345) calreticulin [Arabidopsis thaliana] 


Seq. No. 


291287 


Seq. ID 


LIB189-007-Q1-E1-B2 


Method 


BLASTX 


NCBI GI 


g468517 


BLAST score 


216 


E value 


2.0e-17 


Match length 


70 


% identity 


67 


NCBI Description 


(X14334) zein [Zea mays] 


Seq. No. 


291288 


Seq. ID 


LIB189-007-Q1-E1-B4 


Method 


BLASTX 


NCBI GI 


gl20657 


BLAST score 


205 


E value 


2.0e-16 


Match length 


81 


% identity 


54 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 



CHLOROPLAST >gi_66024_pir DEZMGS 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
maize >gi_168479 (M18976) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] >gi_7 63035__emb_CAA334 55_ (X15408) 
glyceraldehyde-3-phosphate dehydrogenase [Zea mays] 



40523 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



291289 

LIB189-007-Q1-E1-B6 

BLASTX 

g3406742 

146 

3.0e-09 

126 
36 

(AF017 990) Fkbp39p [Schizosaccharomyces pombe] 
>gi_4456817_emb_CAB37433.1_ (AL035548) Peptidyl Prolyl 
cis-trans isoitierase [Schizosaccharomyces pombe] 

291290 

LIB189-007-Q1-E1-B9 

BLASTX 

g3249071 

203 

5.0e-34 

126 

52 

{AC004473) Contains similarity to protein-tyrosine 
phosphatase 2 gb__L15420 from Dictyostelium discoideum, EST 
gb_N38718 comes from this g [Arabidopsis thaliana] 

291291 

LIB189-007-Q1-E1-C6 

BLASTX 

g4102727 

280 

6.0e-25 

97 

60 

(AF015782) blight-associated protein pl2 precursor [Citrus 
jambhiri] 

291292 

LIB189-007-Q1-E1-C7 

BLASTX 

gl41617 

283 

3.0e-25 

132 
48 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZCl) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515__emb__CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

291293 

LIB189-007-Q1-E1-C8 

BLASTX 

g2979555 

262 

8.0e-23 

115 

47 



40524 



# 



NCBI Description (AC003680) unknown protein [Arabidopsis thaliana] 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291294 

LIB189-007-Q1-E1-D5 

BLASTN 

g3821780 

36 

4.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
291295 

LIB189-007-Q1-E1-F7 

BLASTX 

gll8104 

463 

2.0e-46 

111 

81 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8 

maize >gi_168461 {M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638__ (X68678) cyclophilin [Zea mays] 



Seq. No. 


291296 


Seq, ID 


LIB189-007-Q1-E1-G7 


Method 


BLASTN 


NCBI GI 


g22336 


BLAST score 


254 


E value 


l,0e-141 


Match length 


311 


% identity 


95 


NCBI Description 


Maize mRNA for an 18kDa heat shock protein 


Seq. No. 


291297 


Seq. ID 


LIB189-007-Q1-E1-H10 


Method 


BLASTX 


NCBI GI 


g3702326 


BLAST score 


499 


E value 


l.Oe-50 


Match length 


114 


% identity 


81 


NCBI Description 


(AC005397) hypothetical protein [Arabidopsis 


Seq. No. 


291298 


Seq. ID 


LIB189-007-Q1-E1-H8 


Method 


BLASTX 


NCBI GI 


g2773154 


BLAST score 


235 


E value 


8.0e-20 


Match length 


86 


% identity 


52 


NCBI Description 


(AF039573) abscisic acid- and stress-inducibl 




[Oryza sativa] 



40525 



11 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291299 

LIB189-008-Q1-E1-B11 
BLASTX 
g4337200 
192 

l.Oe-14 

52 
63 

(AC0064 03) putative NAM protein [Arabidopsis thaliana] 
291300 

LIB189-008-Q1-E1-C2 
BLASTX 
g266578 
241 

2.0e-20 
56 
77 

METALLOTHIONEIN-LIKE PROTEIN 1 

metallothionein-like protein ^ _ _ _ 

(S57628) metallothionein homologue [Zea mays. Peptide, 76 
aa] [Zea mays] >gi_559536_emb_CAA57 67 6_ (X82186) 
metallothionein- like protein [Zea mays] 

>gi_228095_prf 1717215A metallothionein-like protein [Zea 

mays] 



>gi_1008 98_pir S17560 

maize >gi_236730_bbs_57629 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291301 

LIB189-008-Q1-E1-C3 

BLASTX 

g3810827 

454 

7.0e-46 
126 
74 

(AL032684] 
pombe] 



60s ribosomal protein 12 [Schizosaccharomyces 



291302 

LIB189-008-Q1-E1-C4 

BLASTX 

g548763 

173 

l.Oe-12 

60 
60 

60S RIBOSOMAL PROTEIN L2 >gi_31 2 17 7__emb_CAA51 66 6_ 
ribosomal protein L2 [Schizosaccharomyces pombe] 



(X73146) 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291303 

LIB189-008-Q1-E1-D7 

BLASTX 

g4160292 

326 

3.0e-30 

140 

49 

(Y18209) alpha-N-acetylglucosaminidase [Nicotiana tabacum] 



40526 



Seq. No. 


291304 


Seq. ID 


LIB189-008-Q1-E1-E12 


Method 


BLASTX 


NCBI GI 


g3548808 t 


BLAST score 


209 


E value 


l.Oe-16 


Match length 


126 


% identity 


37 


NCBI Description 


(AC005313) unknown protein [Arabidopsis thaliana] 


Seq. No. 


291305 


Seq. ID 


LIB189-008-Q1-E1-E3 


Method 


BLASTX 


NCBI GI 


g4185308 


BLAST score 


183 


E value 


l.Oe-13 


Match length 


46 


% identity 


80 


NCBI Description 


(AF090446) 22-kDa alpha zein protein 21 [Zea mays] 


Seq. No. 


291306 


Seq. ID 


LIB189-008-Q1-E1-F8 


Method 


BLASTX 


NCBI GI 


g2190992 


BLAST score 


203 


E value 


7.0e-16 


Match length 


76 


% identity 


49 


NCBI Description 


{AF004358) glutathione S-transf erase TSI-1 [Aegilops 




tauschii] 


Seq. No. 


291307 


Seq. ID 


LIB18 9-008 -Ql-El-Gll 


Method 


BLASTX 


NCBI GI 


g224508 


BLAST score 


354 


E value 


3.0e-42 


Match length 


115 


% identity 


84 


NCBI Description 


zein A20 [Zea mays] 


Seq. No. 


291308 


Seq. ID 


LIB189-009-Q1-E1-A4 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


l.Oe-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


291309 


Seq. ID 


LIB189-009-Q1-E1-A7 


Method 


BLASTX 


NCBI GI 


gl41603 


BLAST score 


430 



40527 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-42 

125 

77 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) 

>gi_22529_einb_CAA24723_ (V01476) zein [Zea mays] 



maize 



291310 

LIB189-009-Q1-E1-B5 

BLASTX 

g3298551 

347 

9.0e-33 

138 
7 

(AC004681) putative salt-inducible protein [Arabidopsis 
thaliana] 



Seq. No. 


291311 


Seq. ID 


LIB189-009-Q1-E1-B7 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


37 


J—i V O. J- LLC 


2 . Oe-11 


Match length 


49 


% identity 


67 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


291312 


Seq- ID 


LIB189-009-Q1-E1-C11 


Method 


BLASTX 


NCBI GI 


g4454018 


BLAST score 


174 


E value 


l.Oe-12 


Match length 


93 


% identity 


41 


NCBI Description 


(AL035396) SRGl-like protein [Arabidopsis thai 


Seq. No. 


291313 


Seq. ID 


LIB189-009-Q1-E1-D12 


Method 


BLASTX 


NCBI GI 


g2058284 


BLAST score 


159 


E value 


9. Oe-11 


Match length 


75 


% identity 


44 


NCBI Description 


(X97378) atranbplb [Arabidopsis thaliana] 


Seq. No. 


291314 


Seq. ID 


LIB189-009-Q1-E1-D6 


Method 


BLASTX 


NCBI GI 


gl237250 


BLAST score 


267 


E value 


7,0e-25 


Match length 


143 


% identity 


47 


NCBI Description 


(X96784) cytochrome P450 [Nicotiana tabacum] 



40528 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291315 

LIB189-009-Q1-E1-E11 

BLASTX 

gll77047 

146 

3.0e-09 

43 

63 

14 KD ZINC-BINDING PROTEIN (PROTEIN KINASE C INHIBITOR) 

(PKCI) >gi_629857_pir S44158 protein kinase C inhibitor 

maize >gi_473187_emb_CAA82751_ (Z29643) protein kinase C 
inhibitor [Zea mays] 



O ^ • u . 


291316 




Seq. ID 


LIB189-009-Q1- 


E1-E6 


Method 


BLASTN 




NCBI GI 


g3821780 




BLAST score 


37 




E value 


2.0e-ll 




Match length 


49 




% identity 


67 




NCBI Description 


Xenopus laevis 


cDNA clone 


Seq. No. 


291317 




Seq. ID 


LIB189-009-Q1- 


E1-F3 


Method 


BLASTX 




NCBI GI 


gl350986 




BLAST score 


176 




E value 


2.0e-13 




Match length 


73 




% identity 


63 




NCBI Description 


4 OS RIBOSOMAL 


PROTEIN S3A 


>gi_483431_dbj 


_BAA05059_ 


Seq. No. 


291318 




Seq. ID 


LIB189-009-Q1- 


E1-G7 


Method 


BLASTX 




NCBI GI 


g68029 




BLAST score 


222 




E value 


4.0e-18 




Match length 


45 





{D26060) cyc07 [Oryza sativa] 



% identity 

NCBI Description 



98 

phosphoenolpyruvate carboxylase {EC 4.1.1.31) - maize 
>gi_22408_emb__CAA33317_ (X15239) PEP carboxylase [Zea mays] 

>gi_228619_prf 1807332A phosphoenolpyruvate carboxylase 

[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291319 

LIB189-010-Q1-E1-B9 

BLASTX 

g2826842 

230 

4.0e-19 

68 
60 

(AJ002236) loxc homologue [Lycopersicon pimpinellif olium] 



40529 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291320 

LIB189-010-Q1-E1-C11 

BLASTX 

g2494417 

271 

7.0e-24 

78 

67 

FRUCTOSE-1, 6-BISPHOSPHATASE, CYTOSOLIC 

(D-FRUCTOSE-1, 6-BISPHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 

>gi_1364071_pir S57717 fructose-1, 6-bisphosphatase (EC 

3.1-3.11) - sugarcane hybrid H65-7052 
>gi_895909_enifo_CAA61409.1_ (X89006) fructose-1, 
6-bisphosphatase [Saccharum hybrid cultivar H65-7052] 



Seq. No. 


291321 




Seq. ID 


LIB189-010-Q1-E1-D3 




Method 


BLASTN 




NCBI GI 


g3821780 




BLAST score 


37 




E value 


3.0e-ll 




Match length 


37 




% identity 


100 




NCBI Description 


Xenopus laevis cDNA 


clone 


Seq. No. 


291322 




Seq. ID 


LIB189-010-Q1-E1-E7 




Method 


BLASTN 




NCBI GI 


g3821780 




BLAST score 


37 




E value 


3.0e-ll 




Match length 


37 




% identity 


100 




NCBI Description 


Xenopus laevis cDNA 


clone 


Seq. No. 


291323 




Seq. ID 


LIB189-010-Q1-E1-G7 




Method 


BLASTN 




NCBI GI 


g3821780 




BLAST score 


37 




E value 


3.0e-ll 




Match length 


49 




% identity 


67 




NCBI Description 


Xenopus laevis cDNA 


clone 


Seq. No, 


291324 




Seq. ID 


LIB189-010-Q1-E1-H2 




Method 


BLASTX 




NCBI GI 


g485742 




BLAST score 


181 




E value 


2.0e-13 




Match length 


43 




% identity 


86 




NCBI Description 


(L32791) pyrophosphatase 


Seq. No. 


291325 





40530 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB189-011-Q1-E1-A11 

BLASTX 

g2130082 

330 

9.0e-31 

136 

46 

protein kinase Xa21 (EC 2.7.1.-) - rice >gi__1122443 
{U37133) receptor kinase-like protein [Oryza sativa] 
>gi_2586085 (U72723) receptor kinase-like protein [Oryza 

longistaminata] >gi_15864 08_prf 2203451A receptor 

kinase-like protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291326 

LIB189-011-Q1-E1-B5 

BLASTX 

gll8104 

569 

6.0e-59 

123 

89 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 {M55021) cyclophilin [Zea mays] 
>gi__829148_emb_CAA48638_ {X68678) cyclophilin [Zea mays] 



Seq; No. 


291327 




Seq. ID 


LIB189-011-Q1-E1- 


-C3 


Method 


BLASTN 




NCBI GI 


g22549 




BLAST score 


35 




E value 


4.0e-10 




Match length 


67 




% identity 


88 




NCBI Description 


Maize gene for a 


27kDa 


Seq. No. 


291328 




Seq. ID 


LIB189-011-Q1-E1- 


-C4 


Method 


BLASTN 




NCBI GI 


g4416300 




BLAST score 


44 




E value 


2.0e-15 




Match length 


48 




% identity 


98 




NCBI Description 


Zea mays chromosome 4 




region, complete 


seque 


Seq, No. 


291329 




Seq. ID 


LIB189-011-Qi-El- 


-C9 


Method 


BLASTN 




NCBI GI 


g22549 




BLAST score 


96 




E value 


2.0e-46 




Match length 


164 





zem 



22 kDa zein-associated intercluster 



% identity 

NCBI Description 



90 

Maize gene for a 27kDa storage protein, zein 



40531 



Seq. No. 


231330 


Seq. ID 




Method 


BLASTN 


NCBI GI 


g4206307 


BLAST score 


46 


E value 


1. Oe-16 


Match length 


266 


% identity 


79 


NCBI Description 


Zea mays retrotransposon 


Seq. No. 


OAT *!! O T 

291331 


Seq. ID 


LIBloy-Ull-Ql-El-ElZ 


Method 


BLASTX 


NCBI GI 


g2832651 


BLAST score 


171 


E value 


1. Oe-12 


Match length 


41 


% identity 


85 


NCBI Description 


{AL021710) RNA helicase 




thaliana] 


Seq. No. 


O A 1 O O A 

291332 


Seq. ID 


TTTllOA All /^/~ 

LIB189-011-Q1-E1-G6 


Method 


BLASTX 


NCBI GI 


g4432837 


BLAST score 


160 


E value 


7.0e-ll 


Match length 


49 


% identity 


65 


NCBI Description 


(AC006283) hypothetical 


Seq. No. 


291333 


Seq. ID 


LIB189-011-Q1-E1-H1 


Method 


BLASTX 


NCBI GI 


g3868853 


BLAST score 


145 


E value 


4.0e-09 


Match length 


33 


% identity 


73 


NCBI Description 


{AB013853) GPI-anchored 


Seq. No. 


291334 


Seq. ID 


LIB189-011-Q1-E1-H11 


Method 


BLASTX 


NCBI GI 


gl946372 


BLAST score 


226 


E value 


1. Oe-18 


Match length 


70 


% identity 


63 


NCBI Description 


{U93215) yeast hypotheti 




[Arabidopsis thaliana] 


Seq. No. 


291335 


Seq. ID 


LIB189-011-Q1-E1-H4 


Method 


BLASTX 


NCBI GI 


g2829751 



like protein [Arabidopsis 



40532 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



188 

3.0e-14 

102 
38 

MACROPHAGE MIGRATION INHIBITORY FACTOR HOMOLOG (BMMIF) 
>gi_1850559 {U88035) macrophage migration inhibitory factor 
[Brugia malayi] >gi_2190976 (AF002699) macrophage migration 
inhibitory factor [Brugia malayi] 



Seq. No. 


291336 


Seq. ID 


LIB189-011-Q1-E1-H6 


Method 


BLASTX 


NCBI GI 


g2326947 


BLAST score 


310 


E value 


l.Oe-28 


Match length 


76 


% identity 


80 


NCBI Description 


(Z50801) Chlorophyll a/b- 




[Zea mays] 


Seq. No. 


291337 


Seq. ID 


LIB189-012-Q1-E1-A6 


Method 


BLASTX 


NCBI GI 


gl68701 


BLAST score 


143 


E value 


3.0e-09 


Match length 


65 


% identity 


51 


NCBI Description 


(M60837) zein [Zea mays] 


Seq. No. 


291338 


Seq. ID 


LIB189-012-Q1-E1-A7 


Method 


BLASTX 


NCBI GI 


gl20941 


BLAST score 


185 


E value 


7.0e-14 


Match length 


49 


% identity 


65 


NCBI Description 


GARl PROTEIN >gi 83030 pi 



yeast (Saccharomyces cerevisiae) >gi_3728__emb_CAA45162_ 
(X63617) GARl [Saccharomyces cerevisiae] >gi_487935 
(U0G06O) Garlp: Small nucleolar RNA protein required for 
pre-rRNA splicing [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291339 

LIB189-012-Q1-E1-D6 

BLASTX 

g2723471 

217 

7.0e-18 

83 

55 

(D87819) sucrose transporter [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



291340 

LIB189-012-Q1-E1-G2 
BLASTX 



40533 



NCBI GI 

BLAST score 

E value 

Match Ir^th 

% identx . 

NCBI De; Lption 



# 



g2213607 
188 

2.0e-14 

99 

51 

(AC000103) F21J9.1 [Arabidopsis thaliana] 



Seq. No*.^ 


291341 


Seq. ID 


LIB189-012-Q1-E1-H12 


Method 


BLASTN 


NCBI GI 


g949979 


BLAST score 


37 


E value 


2.0e-ll 


Match length 


37 


% identity 


100 


NCBI Description 


Z.mays Glossy2 locus DNA 


Seq. No. 


291342 


Seq. ID 


LIB189-012-Q1-E1-H6 


Method 


BLASTX 


NCBI GI 


g3878134 


BLAST score 


147 


E value 


l.Oe-09 


Mstr^h 1 e^ricrth 


59 


% identity 


42 


NCBI Description 


(Z68218) K01H12.1 [Caenorhabditis elegans] 


Seq. No. 


291343 


Seq. ID 


LIB189-013-Q1-E1-C3 


Method 


BLASTX 


NCBI GI 


gl45404 


BLAST score 


346 


E value 


9.0e-33 


Match 1 pnQth 

L^^L^^^XX *X-V^XXu l,*Xx 


119 


% identity 


60 


NCBI Description 


(M77739) betaine aldehyde dehydrogenase [Escherichia 


Seq. No. 


291344 


Seq. ID 


LIB189-013-Q1-E1-G1 


Method 


BLASTN 


NCBI GI 


g2062705 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Human butyrophilin {BTF5) mRNA, complete cds 


Seq. No. 


291345 


Seq. ID 


LIB189-013-Q1-E1-G10 


Method 


BLASTX 


NCBI GI 


gl345588 


BLAST score 


166 


E value 


4.0e-12 


Match length 


61 


% identity 


59 


NCBI Description 


14-3-3-LIKE PROTEIN GF14-12 >gi 998432 bbs 164524 



GF14-12=GRF2 product/14-3-3 protein homolog [Zea mays. 



40534 



XL80, Peptide, 261 aa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291346 

LIB189-013-Q1-E1-G2 

BLASTN 

gl2408 

327 

O.Oe+00 

352 
98 

Maize chloroplast 3 'part of rpoC2 gene, rps2 gene, atpl 
gene and 5 'part of atpH gene 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291347 

LIB189-013-Q1-E1-H12 

BLASTX 

g4505823 

259 

4.0e-28 

125 

50 

pirin >gi_1907076_einb_CAA69194_ (Y07867) pirin [Homo 
sapiens] >gi_1907078_einb_CAA69195_ (Y07868) pirin [Homo 
sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291348 

LIB189-014-Q1-E1-A11 

BLASTN 

g6598490 

163 

l.Oe-86 

184 

96 

Arabidopsis thaliana chromosome II BAC F15K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


291349 


Seq. ID 


LIB189-014-Q1-E1-F1 


Method 


BLASTX 


NCBI GI 


gl666096 


BLAST score 


341 


E value 


4.0e-32 


Match length 


111 


% identity 


59 


NCBI Description 


{Y09113) dioxygenase [Marah macrocarpus 


Seq, No. 


291350 


Seq. ID 


LIB189-015-Q1-E1-E1 


Method 


BLASTX 


NCBI GI 


gl652848 


BLAST score 


291 


E value 


3.0e-26 


Match length 


75 


% identity 


68 


NCBI Description 


{D90909) DNA photolyase [Synechocystis 


Seq. No. 


291351 



40535 



Seq. ID LIB189-015-Q1-E1-E2 

Method BLASTX 

NCBI GI g3850075 

BLAST score 195 

E value 5.0e-15 

Match length 80 

% identity 49 

NCBI Description (Z98533) hypothetical protein [Schizosaccharomyces pombe] 

Seq. No. 291352 

Seq. ID LIB189-015-Q1-E1-F3 

Method BLASTN 

NCBI GI gl68579 

BLAST score 221 

E value l.Oe-121 

Match length 309 

% identity 93 

NCBI Description Maize pyruvate, orthophosphate dikinase iriRNA, complete cds 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291353 

LIB189-015-Q1-E1-H5 

BLASTN 

g2062705 

36 

8.0e-ll 

36 

100 

Human butyrophilin 



BTF5) mRNA, complete cds 



291354 

LIB189-015-Q1-E1-H7 

BLASTN 

g3821780 

36 

5.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
291355 

LIB189-016-Q1-E1-A2 

BLASTX 

g4539660 

231 

2.0e-19 

71 

59 

(AF061282) polyprotein [Sorghum bicolor] 



Seq. No. 291356 

Seq. ID LIB189-016-Q1-E1-B7 

Method BLASTX 

NCBI GI g3776557 

BLAST score 382 

E value 6.0e-37 

Match length 128 

% identity 62 



40536 



NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



(AC005388) Contains similarity to gi_2924495 hypothetical 
protein Rvl920 from Mycobacterium tuberculosis genome 
gb_AL022020. [Arabidopsis thaliana] 

291357 

LIB189-016-Q1-E1-C5 

BLASTN 

g2668737 

55 

l.Oe-22 

113 
99 

Zea mays translation initiation factor 5A {TIF5A) mRNA, 
complete cds 



Seq. No. 


291358 


Seq. ID 


LIB189-016-Q1-E1-C8 


Method 


BLASTX 


NCBI GI 


g2190540 


BLAST score 


279 


E value 


8.0e-25 


Match length 


84 


% identity 


62 


NCBI Description 


(AC001229) Similar to Arabidopsis TFLl (gb_U77 674) . 




[Arabidopsis thaliana] 


Seq. No. 


291359 


Seq. ID 


LIB189-016-Q1-E1-H4 


Method 


BLASTX 


NCBI GI 


g3522937 


BLAST score 


195 


E value 


5.0e-15 


Match length 


50 


% identity 


60 


NCBI Description 


(AC004411) unknown protein [Arabidopsis thaliana] 


Seq. No. 


291360 


Seq. ID 


LIB189-016-Q1-E1-H8 


Method 


BLASTX 


NCBI GI 


g4539457 


BLAST score 


411 


E value 


3.0e-40 


Match length 


81 


% identity 


88 


NCBI Description 


{AL049500) heat shock transcription factor-like protein 




[Arabidopsis thaliana] 


Seq. No. 


291361 


Seq. ID 


LIB189-017-Q1-E1-A8 


Method 


BLASTX 


NCBI GI 


g3738208 


BLAST score 


147 


E value 


3.0e-14 


Match length 


89 



% identity 

NCBI Description 



47 

(AL031853) strong similarity to human Rev interacting 
protein Rip-1 [Schizosaccharomyces pombe] 



40537 



# 



Seq, No. 




Seq, ID 


lilDioy'-Ui /-yi-Hii-jDZ 


Method 


BLASTX 


NCBI GI 


g2244955 


BLAST score 


295 


E value 


9. Oe-27 


Match length 


112 


% identity 


48 


NCBI Description 


(Z97340) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


291363 


Seq. ID 


LI Bio 9-01 /-Ql-El-D / 


Method 


BLASTX 


NCBI GI 


gll3466 


BLAST score 


537 


E value 


4.0e-55 


Match length 


122 


% identity 


88 


NCBI Description 


ADP,ATP CARRIER PROTEIN (ADP/ATP TRANSLOCASE) (ADENINE 




NUCLEOTIDE TRANSLOCATOR) (ANT) >gi_72 020_pir ^XWNC ADP 




carrier protein - Neurospora crassa >gi_2977_eiab_CAA25 




(X00363) ADP/ATP carrier protein [Neurospora crassa] 


Seq. No. 


291364 


Seq. ID 


LIB18 9-017 -Ql-El-FlO 


Method 


BLASTX 


NCBI GI 


g2961355 


BLAST score 


360 


E value 


2.0e-34 


Match length 


114 


% identity 


59 


NCBI Description 


{AL022140) glucosidase like protein [Arabidopsis thali 


Seq. No. 


291365 


Seq. ID 


LIB189-017-Q1-E1-F11 


Method 


BLASTX 


NCBI GI 


gl778147 


BLAST score 


268 


E value 


l.Oe-23 


Match length 


95 


% identity 


66 


NCBI Description 


(U66403) phosphate /phosphoenolpyruvate translocator 




precursor [Zea mays] 


Seq. No. 


291366 


Seq. ID 


LIB189-017-Q1-E1-F4 


Method 


BLASTX 


NCBI GI 


g2829888 


BLAST score 


175 


E value 


O A^ 1 O 


Match length 


108 


% identity 


43 


NCBI Description 


(AC002396) Hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


291367 


Seq. ID 


LIB1'89-017-Q1-E1-H10 



40538 



# 



Method 


BLASTX 


NCBI GI 


g2739219 


BLAST score 


245 


E value 


8.0e-21 


Match length 


51 


% identity 


98 


NCBI Description 


(AJ001161) rpS28 [Hordexam vu 


Seq. No. 


291368 


Seq. ID 


LIB189-017-Q1-E1-H5 


Method 


BLASTN 


NCBI GI 


g829147 


BLAST score 


95 


E value 


4 . Oe-46 


Match length 


111 


% identity 


96 


NCBI Description 


Z.mays gene for cyclophilin 


Seq. No. 


291369 


Seq. ID 


LIB189-017-Q1-E1-H8 


Method 


BLASTX 


NCBI GI 


«T 1 TOT r\ A 

gll / olU4 


BLAST score 


244 


E value 


l.Oe-20 


Match length 


101 


% identity 


43 


NCBI Description 


RIBONUCLEASE 2 PRECURSOR >gi 



[Arabidopsis thaliana] >gi_264 2160 
RNS2 [Arabidopsis thaliana] 



(AC003000) ribonuclease. 



Seq, No. 


291370 


Seq. ID 


LIB189-018 


Method 


BLASTX 


NCBI GI 


g4582459 


BLAST score 


154 


E value 


l.Oe-10 


Match length 


41 


% identity 


73 


NCBI Description 


(AC007071) 




thaliana] 


Seq. No. 


291371 


Seq. ID 


LIB189-018 


Method 


BLASTX 


NCBI GI 


g4582459 


BLAST score 


355 


E value 


7.0e-34 


Match length 


111 


% identity 


62 


NCBI Description 


(AC007071) 




thaliana] 


Seq. No. 


291372 


Seq. ID 


LIB189-018 


Method 


BLASTN 


NCBI GI 


g22312 


BLAST score 


47 



putative RanBP7 /import in protein [Arabidopsis 



putative RanBP7/ import in protein [Arabidopsis 



40539 



E value 
Match length 
% identity 
NCBI Description 



2.0e-17 

171 

82 

Maize ABA-inducible gene for glycine-rich protein { ABA 
abscisic acid) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291373 

LIB189-018-Q1-E1-B6 

BLASTX 

gl34039 

345 

l.Oe-32 

81 

83 

SMALL NUCLEAR RIBONUCLEOPROTEIN SM Dl (SNRNP CORE PROTEIN 

Dl) (SM-Dl) (SM-D AUTOANTIGEN) >gi_88610_pir ^A27668 Sm-D 

ribonucleoprotein autoantigen - human >gi_338265 {J037 98) 
small nuclear riboprotein Sm-D [Homo sapiens] >gi_1256741 
(M58558) Sm-D autoantigen [Mus musculus] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291374 

LIB189-018-Q1-E1-C8 

BLASTN 

g22176 

56 

l,0e-22 

84 

46 

Z.mays P gene 



Seq. No. 291375 

Seq. ID LIB189-018-Q1-E1-D8 

Method BLASTX 

NCBI GI g3386611 

BLAST score 318 

E value 2-0e-29 

Match length 121 

% identity 50 

NCBI Description (AC004665) unknown protein [Arabidopsis thaliana] 

Seq. No. 291376 

Seq. ID LIB189-018-Q1-E1-E10 

Method BLASTN 

NCBI GI gll957 

BLAST score 58 

E value 6.0e-24 

Match length 130 

% identity 86 

NCBI Description Rice complete chloroplast genome 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



291377 

LIB189-018-Q1-E1-E4 

BLASTX 

g419803 

279 

3.0e-33 
106 



40540 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



71 

zein protein 
mays] 



maize >gi_168705 {M72708) zein protein [Zea 



291378 

LIB189-018-Q1-E1-F4 

BLASTX 

g399942 

290 

6.0e-31 

86 

86 

CHLOROPLAST STROMA 70 KD HEAT SHOCK- RELATED PROTEIN 

PRECURSOR >gi_421881__pir S32818 heat shock protein, 70K, 

chloroplast - garden pea >gi_169023 {L03299) 70 kDa heat 
shock protein [Pisum sativum] >gi__871515_emb_CAA4 9147_ 
{X69213) Psst70 (stress 70 protein) [Pisum sativum] 

291379 

LIB189-018-Q1-E1-F9 

BLASTX 

g3650379 

466 

9.0e-47 

114 

75 

(AL031740) 60s ribosomal protein 110a. [Schizosaccharomyces 
pombe] 

291380 

LIB189-018-Q1-E1-H10 

BLASTX 

gl084952 

162 

4.0e-ll 

127 
31 

hypothetical protein YPR031w - yeast (Saccharomyces 
cerevisiae) >gi_809596_emb__CAA8 9285_ (Z49274) unknown 
[Saccharomyces cerevisiae] >gi_1314105_emb_CAA95027_ 
{Z71255) unknown [Saccharomyces cerevisiae] 



291381 

LIB18 9-019-Q1-E1-B4 

BLASTX 

g4582783 

511 

6.0e-52 

131 

68 

{AJ006752) starch synthase, 



isoform V [Vigna unguiculata] 



291382 

LIB189-019-Q1-E1-E7 

BLASTN 

gl698669 

263 



40541 



E value 


1 . Oe-146 


Match length 


286 


% identity 


99 


NCBI Description 


Zea mays S-like RNase (kinl) mRNA, complete 


Seq. No. 


291383 


Seq. ID 


LIBl«9-0ly-Ql-El-Fo 


Method 


BLASTN 


NCBI GI 


g799029 


BLAST score 


167 


E value 


5. Oe-89 


Match length 


1 AO 

193 


% identity 


98 


NCBI Description 


Z.mays BETl mRNA 


Seq. No. 


291384 


Seq. ID 


T TTiT OA AAA ^"1 TP "1 T' T 

LIB189-020-Q1-E1-E7 


Method 


BLASTN 


NCBI GI 


gl68700 


BLAST score 


88 


E value 


7 . Oe-42 


Match length 


199 


% identity 


86 


NCBI Description 


Z.mays zein mRNA, complete cds 


Seq. No. 


291385 


Seq. ID 


LIB189-020-Q1-E1-F2 


Method 


BLASTN 


NCBI GI 


g2062705 


BLAST score 


35 


E value 


2.0e-10 


Match length 


39 


% identity 


97 


NCBI Description 


Human butyrophilin (BTF5) mRNA, complete cds 


Seq. No. 


291386 


Seq. ID 


LIB189-020-Q1-E1-F5 


Method 


OT TV c mxT 

BLASTN 


NCBI GI 


g468055 


BLAST score 


67 


E value 


3. Oe-29 


Match length 


83 


% identity 


95 


NCBI Description 


Zea mays B73 QM protein mRNA, complete cds 


Seq. No. 


291387 


Seq. ID 


LIB189-021-Q1-E1-B9 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


34 


E value 


2.0e-09 


Match length 




% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


291388 


Seq. ID 


LIB189-021-Q1-E1-E10 



40542 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g3913640 
319 

2.0e-29 
69 
91 

FRUCTOSE- 1, 6-BISPHOSPHATASE, 
(D-FRUCTOSE-1, 6-BIS PHOSPHATE 
>gi_3 04177 5__db j _BAA2 5422_ {AB007193) 
fructose-1, 6-bisphosphatase [Oryza sativa] 



CYTOSOLIC 

l-PHOSPHOHYDROLASE) (FBPASE) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291389 

LIB189-021-Q1-E1-F4 

BLASTX 

gll70937 

282 

l.Oe-25 

58 

98 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_450549_enib_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 



Seq. No, 




291390 


Seq. ID 




LIB189-021-Q1-E1-F6 


Method 




BLASTN 


NCBI C 




g3821780 


BLAST 


re 


35 


E vail 




4.0e-10 


Match 


gth 


35 


% idei 


y 


100 


NCBI 1 


ription 


Xenopus laevis cDNA clone 27A6- 


Seq. 1 




291391 


Seq. : 




LIB189-021-Q1-E1-G1 


Metho< 




BLASTX 


NCBI i 




g3882081 


BLAST 


tre 


702 


E vail 




3.0e-74 


Match 


igth 


148 


% idei 


-y 


38 


NCBI ■ 


iription 


(AJ012552) polyubiquitin [Vicia 


Seq. ] 




291392 


Seq. 




LIB189-021-Q1-E1-G10 


Metho< 




BLASTX 


NCBI < 




g3850588 


BLAST 


)re 


194 


E vail 




2.0e-15 


Match 


igth 


70 


% ide] 


:y 


57 


NCBI ] 


:ription 


(AC005278) Contains similarity 



domain C2 PF_00168. ESTs gb_AA585988 and gb_T04384 come 
from this gene. [Arabidopsis thaliana] 



40543 



Seq. No. 


291393 


Seq. ID 


LIBloy-Ozz-Ql-El-Ao 


Method 


BLAo iX 


NCBI GI 


g446oo0z 


BLAST score 


309 


E value 


3,0e-28 


Match length 


106 


% identity 


55 


NCBI Description 


{AL035601) cytochrome p450- 




thaliana] 


Seq. No. 


291394 


Seq. ID 


LIB18 9-022-Q1-E1-D5 


Method 


TIT 71 omv 

BLASTX 


NCBI GI 


g3885882 


BLAST score 


279 


E value 


6 . Oe-25 


Match length 


80 


% identity 


69 


NCBI Description 


(AF093629) inorganic pyroph 


Seq. No. 


291395 


Seq. ID 


LIB189-022-Q1-E1-E11 


Method 


BLASTX 


NCBI GI 


gl805261 


BLAST score 


676 


E value 


3.0e-71 


Match length 


141 


% identity 


88 


NCBI Description 


(U75347) fatty acid synthas 




nidulans] 


Seq. No. 


291396 


Seq. ID 


LIB189-022-Q1-E1-E8 


Method 


BLASTX 


NCBI GI 


g4416301 


BLAST score 


483 


E value 


8 . Oe-49 


Match length 


102 


% identity 


89 


NCBI Description 


(AF105716) gag protein [Zea 


Seq. No. 


291397 


Seq. ID 


LIB189-022-Q1-E1-F10 


Method 


BLASTN 


NCBI GI 


gl498385 


BLAST score 


33 


E value 


3,0e-09 


Match length 


77 


% identity 


86 


NCBI Description 


Zea mays actin (Maz87) gene 


Seq. No. 


291398 


Seq. ID 


LIB189-022-Q1-E1-G1 


Method 


BLASTX 


NCBI GI 


g2191163 


BLAST score 


256 



[Oryza sativa] 



alpha subunit [Emericella 



40544 



E value 
Match length 
% identity 
NCBI Description 



# 



2.0e-27 

89 

72 

{AF007270) contains similarity to beta transducins 
[Arabidopsis thaliana] 



Seq. No. 


291399 


Seq. ID 


LIB189-022-Q1-E1-H12 


Method 


BLASTX 


NCBI GI 


g2306981 


BLAST score 


169 


E value 


2.0e-15 


Match length 


68 


% identity 


68 


NCBI Description 


(AF010321) photosystem I 


Seq, No. 


291400 


Seq. ID 


LIB189-023-Q1-E1-A6 


Method 


BLASTX 


NCBI GI 


g468516 


BLAST score 


325 


E value 


3.0e-30 


Match length 


102 


% identity 


69 


NCBI Description 


{X55724) zein [Zea mays] 


Seq. No. 


291401 


Seq. ID 


LIB189-023-Q1-E1-A8 


Method 


BLASTX 


NCBI GI 


g266578 


BLAST score 


214 


E value 


2,0e-17 


Match length 


56 


% identity 


68 


NCBI Description 


METALLOTHIONEIN-LIKE PRO 



antenna protein [Oryza sativa] 



N 1 >gi_1008 98_pir S17560 

metallothionein-like protein - maize >gi_236730_bbs_5762 9 
(357628) metallothionein homologue [Zea mays, Peptide, 76 
aa] [Zea mays] >gi_559536_emb_CAA57 67 6_ (X82186) 
metallothionein- like protein [Zea mays] 

>gi_228095_prf 1717215A metallothionein-like protein [Zea 

mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291402 

LIB189-023-Q1-E1-C2 

BLASTX 

g2129518 

166 

l.Oe-11 

84 

44 

5'-adenylylphosphosulfate reductase (EC 2.8.2.-) APR2 - 
Arabidopsis thaliana >gi_1336168 {U56921) 

5 ' -adenylylphosphosulfate reductase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



291403 

LIB18 9-023-Q1-E1-F9 
BLASTX 



40545 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl785621 
353 

l.Oe-33 

92 
71 

(Z84202) AtPK2324 [Arabidopsis thaliana] >gi_2465927 
(AF024650) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] >gi_424 9408 (AC006072) putative 
serine/threonine protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291404 

LIB189-023-Q1-E1-G1 

BLASTX 

gll5771 

312 

l.Oe-28 

115 
58 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

{CAB-D (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb__CAA32900__ {X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 

291405 

LIB18 9-023-Q1-E1-G11 

BLASTX 

gl825645 

173 

2.0e-12 

62 

56 

(U88173) weak similarity to Arabidopsis thaliana 
ubiquitin-iike protein 8 [Caenorhabditis elegans] 

291406 

LIB189-023-Q1-E1-G4 

BLASTN 

g3821780 

37 

2.0e-ll 

37 
100 

Xenopus laevis cDNA clone 27A6-1 
291407 

LIB189-024-Q1-E1-A12 

BLASTN 

g22396 

87 

3.0e-41 

286 
84 

Z.mays gene for phosphoenolpyruvate carboxylase (EC 
4.1.1.31) 



Seq. No. 



291408 



40546 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB189-024-Q1-E1-A3 

BLASTX 

g3659974 

176 

8.0e-13 

62 

50 

Chain H, Cytochrome Bel Complex From Chicken 
>gi_3660383_pdb_3BCC_H Chain Stigmatellin And Antimycin 
Bound Cytochrome Bel Complex From Chicken 



Seq, No. 


291409 


Seq. ID 


LIB189-G24-Q1-E1-A9 


Method 


BLASTX 


NCBI GI 


g3860008 


BLAST score 


235 


E value 


5.0e-20 


Match length 


87 


% identity 


52 


NCBI Description 


(AF091085) unknown [Homo sapiens] 


Seq. No. 


291410 


Seq. ID 


LIB189-024-Q1-E1-B12 


Method 


BLASTN 


NCBI GI 


gll957 


BLAST score 


34 


E value 


l.Oe-09 


Match length 


102 


% identity 


42 


NCBI Description 


Rice complete chloroplast genome 


Seq. No. 


291411 


Seq. ID 


LIB189-024-Q1-E1-C1 


Method 


BLASTX 


NCBI GI 


gl778147 


BLAST score 


353 


E value 


l.Oe-33 


Match length 


73 


% identity 


97 


NCBI Description 


{U66403) phosphate/phosphoenolpyruvat 




precursor [Zea mays] 


Seq. No. 


291412 


Seq. ID 


LIB189-024-Q1-E1-C6 


Method 


BLASTX 


NCBI GI 


gl352469 


BLAST score 


375 


E value 


5.0e-36 


Match length 


71 


% identity 


99 



NCBI Description 



BETA-FRUCTOFURANOSIDASE, CELL WALL ISOZYME PRECURSOR 
(SUCROSE-6-PHOSPHATE HYDROLASE) (INVERTASE) >gi_736359 

(U17695) invertase [Zea mays] >gi_1582380_prf 2118364A 

cell wall invertase [Zea mays] 



Seq. No. 
Seq. ID 



291413 

LIB189-024-Q1-E1-E4 



40547 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g68029 
150 

3.0e-10 

46 
65 

phosphoenolpyruvate carboxylase (EC 4.1.1.31) - maize 
>gi_22408_emb_CAA33317_ (X15239) PEP carboxylase [Zea mays] 

>gi_228619j)rf 1807332A phosphoenolpyruvate carboxylase 

[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291414 

LIB189-024-Q1-E1-F12 

BLASTN 

gl69818 

52 

l.Oe-20 

171 

84 

Rice 25S ribosomal RNA gene 
291415 

LIB189-024-Q1-E1-G11 

BLASTX 

g3747111 

233 

2.0e-19 

73 

60 

(AF095641) MTN3 homolog [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291416 

LIB189-024-Q1-E1-H9 

BLASTX 

g4557445 

174 

2.0e-12 

114 

13 

RCCl-like G 
RCCl-like G 



exchanging factor RLG >gi_3789799 {AF060219) 
exchanging factor RLG [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291417 

LIB189-025-Q1-E1-A2 

BLASTX 

g82696 

202 

2.0e-20 

56 

95 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



291418 

LIB189-025-Q1-E1-B11 

BLASTX 

g3738285 



40548 



II 



BLAST score 


157 


E value 


1 . Oe-10 


Match length 


70 


% identity 


49 


NCBI Description 


{AC005309) unknown protein [Arabidopsis thaliana] 


Seq. No. 


291419 


Seq. ID 


LIB189-025-Ql-El-By 


Method 


BLAbTN 


NCBI GI 


g4206305 


BLAST score 


36 


E value 


9 . Oe-11 


Match length 


38 


% identity 


51 


NCBI Description 


Zea mays retrotransposon Cinful-1, complete sequence 


Seq, No. 


291420 


Seq. ID 


LIB189-025-Q1-E1-E5 


Method 


BLASTX 


NCBI GI 


g2911364 


BLAST score 


226 


E value 


1. Oe-18 


Match length 


72 


% identity 


67 


NCBI Description 


{AF04104 6) NADPH HC toxin reductase [Zea mays J 


Seq. No. 


291421 


Seq. ID 


LIB189-025-Q1-E1-E8 


Method 


BLASTN 


NCBI GI 


g2226328 


BLAST score 


34 


E value 


2.0e-09 


Match length 


46 


% identity 


93 


NCBI Description 


Zea mays physical impedance induced protein (IIGl) mRNA 




complete cds 


Seq, No. 


291422 


Seq. ID 


LIB189-025-Q1-E1-G1 


Method 


BLASTN 


NCBI GI 


g2062705 


BLAST score 


36 


E value 


8.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Human butyrophilin (BTF5) mRNA, complete cds 


Seq. No. 


291423 


Seq. ID 


LIB189-025-Q1-E1-H1 


Method 


BLASTX 


NCBI GI 


gl709000 


BLAST score 


573 


E value 


2.0e-59 


Match length 


118 


% identity 


92 


NCBI Description 


S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 




ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 



40549 



# 



Seq* No. 

Seq, ID 

Method 

NCBI GI 

BLAST sc?^e 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Met: hod 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



>gi_960357_dbj_BAA09895_ {D63835) S-adenosylmethionine 
synthetase [Hordeum vulgare] 



291424 

LIB189-025-Q1-E1-H5 

BLASTN 

g2267594 

36 

8.0e-ll 

168 

80 

Oryza sativa plastocyanin precursor, 



mRNA, complete cds 



291425 

LIB189-026-Q1-E1-A2 

BLASTX 

g2668742 

413 

9.0e-41 

86 
93 

(AF034945) glycine-rich RNA binding protein [Zea mays] 



291426 

LIB189-026-Q1-E1-A4 

BLASTX 

g266578 

241 

2.0e-20 

56 

77 

METALLOTHIONEIN-LIKE PROTEIN 
metallothionein-like protein 



>gi_100898_pir S17560 

maize >gi_236730_bbs_57 62 9 
(S57628) metallothionein homologue [Zea mays. Peptide, 7 6 
aa] [Zea mays] >gi_559536_emb_CAA57 676_ (X82186) 
metallothionein- like protein [Zea mays] 

>gi_228095_prf 1717215A metallothionein-like protein [Zea 

mays] 

291427 

LIB189-026-Q1-E1-C8 

BLASTX 

g2673920 

196 

3.0e-15 

87 

48 

{AC002561) similar to Drosophila couch potato protein 
[Arabidopsis thaliana] 

291428 

LIB189-026-Q1-E1-D1 

BLASTX 

g4158230 

194 

2.0e-15 
69 



40550 



% identity 

NCBI Description 



59 

(Y18625) amylogenin [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291429 

LIB189-026-Q1-E1-D3 

BLASTX 

g2529680 

276 

9.0e-25 

94 

57 

{AC002535) putative protein disulf ide-isomerase precursor 
[Arabidopsis thaliana] 

291430 

LIB189-026-Q1-E1-D8 

BLASTX 

g2191136 

271 

3.0e-24 

66 

71 

(AF007269) Similar to UTP-Glucose Glucosyltransf eraser- 
coded for by A. thaliana cDNA T46230; coded for by A. 
thaliana cDNA H76538; coded for by A. thaliana cDNA H76290 

[Arabidopsis thaliana] 

291431 

LIB189-026-Q1-E1-F3 

BLASTX 

gl946265 

431 

l.Oe-42 

102 

79 

(Y11414) myb [Oryza sativa] 
291432 

LIB189-026-Q1-E1-F4 

BLASTX 

g2739168 

220 

6.0e-18 

80 

53 

(AF032386) aldose-l-epimerase-like protein [Nicotiana 
tabaciom] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291433 

LIB189-026-Q1-E1-G11 

BLASTN 

g2062705 

37 

2.0e-ll 

37 

100 

Human butyrophilin (BTF5) 



mRNA, complete cds 



40551 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291434 

LIB189-026-Q1-E1-G3 

BLASTX 

gl41617 

306 

6.0e-28 

115 

55 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZCl) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ {X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291435 

LIB189-027-Q1-E1-A7 

BLASTX 

g4481948 

170 

4,0e-12 

117 

39 

{AL035637) hypothetcal protein [Schizosaccharomyces pombe] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



291436 

LIB189-027-Q1-E1-D3 

BLASTX 

g476418 

319 

l.Oe-29 

73 

81 



NCBI Description cytochrome c - maize 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291437 

LIB189-027-Q1-E1-E4 

BLASTX 

g3482967 

263 

3.0e-23 
87 
53 

(AL031369 
thaliana] 



Protein phosphatase 2C-li]ce protein 
>gi_4559345_gb_AAD23006,l_AC006585_l 



[Arabidopsis 
(AC006585) 



protein phosphatase 2C [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291438 

LIB189-027-Q1-E1-G10 

BLASTX 

gl41597 

200 

7.0e-16 

62 

69 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 
>gi_72314__pir ZIZM3 19K zein precursor (clone A30) 



- maize 



40552 



>gi_2 254 5_emb_CAA2 4 7 2 8_ 
[Zea mays] 



(V01481) reading frame zein [2] 



Qpcf No 


291439 


Seq- ID 


LIB189-028-Q1-E1-A3 


Method 


BLASTN 


NCBI GI 


gl049252 


BLAST score 


118 


E value 


5.0e-60 


Match length 


174 


% identity 


92 


NCBI Description 


Zea mays vacuolar ATPase 69 kDa 


Seq. No. 


291440 


Seq. ID 


LIB189-028-Q1-E1-A4 


Method 


BLASTX 


NCBI GI 


g2497486 


BLAST score 


426 


E value 


5.0e-42 


Match length 


127 


% identity 


57 


NCBI Description 


URIDYLATE KINASE (UK) (URIDINE 1 




KINASE) >gi_2121275 (AF000147) 




thaliana] 


Seq. No. 


291441 


ocq. ±U 


ijJLJD-LO^ Ut-Q Sc-J- i->-i~ -DJ. 


Method 


BLASTX 


NCBI GI 


g4115363 


BLAST score 


222 


E value 


4.0e-18 


Match length 


132 


% identity 


9 


NCBI Description 


{AC005957) putative disease res 




thaliana] 


Seq. No. 


291442 


Seq. ID 


LIB189-028-Q1-E1-B3 


Method 


BLASTX 


NCBI GI 


g2119187 


BLAST score 


195 


E value 


l.Oe-15 


Match length 


45 


% identity 


96 


NCBI Description 


transmembrane protein, glucose 




>gi_575731_emb_CAA57955_ (X8263 




[Zea mays] 


Seq. No, 


291443 


Seq. ID 


LIB189-028-Q1-E1-C2 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 


422 


E value 


l.Oe-41 


Match length 


90 



kDa subunit mRNA, partial cds 



UMP/CMP kinase 



:iNASE) (UMP 
[Arabidopsis 



% identity 

NCBI Description 



91 

(AFQ34945) 



glycine-rich RNA binding protein [Zea mays] 



40553 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291444 

LIB189-028-Q1-E1-C7 

BLASTX 

g2618723 

152 

5.0e-10 

36 

81 

(U49073) I7U^17 [Arabidopsis thaliana] >gi_2921756 
(AF040631) IAA17/AXR3 protein [Arabidopsis thaliana] 
>gi_4389514_gb_AAB70451_ (AC000104) Identical to 
Arabidopsis gb_AF040632 and gb_U49073 IAA17/AXR3 gene. ESTs 
gb_H36782 and gb_F14074 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI ^ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291445 

LIB189-028-Q1-E1-D5 

BLASTX 

g4454468 

305 

3.0e-32 

132 

58 

(AC006234) putative NADH dehydrogenase [Arabidopsis 
thaliana] 



Seq. No, 


291446 


Seq. ID 


LIB189-028-Q1-E1-F12 


Method 


BLASTX 


NCBI GI 


g2213558 


BLAST score 


242 


E value 


2.0e-20 


Match length 


121 


% identity 


45 


NCBI Description 


(Z97052) hypothetical protein [Schizosaccharomyces pombe] 


Seq. No. 


291447 


Seq. ID 


LIB189-028-Q1-E1-F3 


Method 


BLASTX 


NCBI GI 


g4033838 


BLAST score 


313 


E value 


8.0e-29 


Match length 


132 


% identity 


47 


NCBI Description 


(Y18550) sigma-like factor [Arabidopsis thaliana] 


Seq. No. 


291448 


Seq. ID 


LIB189-028-Q1-E1-G8 


Method 


BLASTX 


NCBI GI 


g2465529 


BLAST score 


438 


E value 


2.0e-43 


Match length 


110 


% identity 


76 


NCBI Description 


(AF00Q355) phosphate transporter [Medicago truncatula] 



40554 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291449 

LIB189-029-Q1-E1-A8 

BLASTX 

g4416303 

176 

2.0e-23 

113 

58 

(AF105716) gag protein [Zea mays] 
291450 

LIB189-029-Q1-E1-B1 

BLASTX 

gl35103 

153 

l.Oe-10 

52 

54 

MULTIFUNCTIONAL AMINOACYL-TRNA SYNTHETASE [CONTAINS: 
GLUTAMYL-TRNA SYNTHETASE (GLUTAMATE— TRNA LIGASE) ; 
PROLYL-TRNA SYNTHETASE ( PROLINE~TRNA LIGASE)] 

>gi_103253_pir S18644 multifunctional amino acid — tRNA 

ligase (EC 6.1.1.-) - fruit fly (Drosophila melanogaster) 
>gi_157564 {M74104) transfer RNA-Glu-Pro aminoacyl 
synthetase [Drosophila melanogaster] >gi_1871360 {U59923) 
glutamyl-prolyl-tRNA synthetase [Drosophila melanogaster] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291451 

LIB189-029-Q1-E1-D10 

BLASTX 

g72307 

163 

3.0e-ll 

92 

42 

22K zein precursor (clone pZ22, 
(J01246) 26.99 kd zein protein 



3) - maize 
[Zea mays] 



>gi 168686 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



291452 

LIB189-029-Q1-E1-F1 

BLASTX 

gll70714 

325 

2.0e-30 

83 

67 

SHAGGY RELATED PROTEIN KINASE ASK-GAMMA 

>gi_541850_pir S41597 protein kinase ASK-gamma (EC 

2.7.1.-) - Arabidopsis thaliana >gi_456509_emb_CAA53180_ 
(X75431) ASK-gamma (Arabidopsis shaggy-related kinase) 
[Arabidopsis thaliana] >gi_2059329_emb_CAA7324 7_ (Y12710) 
shaggy-like kinase gamma [Arabidopsis thaliana] 

291453 

LIB189-029-Q1-E1-F6 

BLASTX 

g4580727 



40555 



# 



BLAST score 


504 


E value 


2.0e-51 


Match length 


113 


% identity 


81 


NCBI Description 


(AF137371) phosphate transporter precurs 




melanogaster] 


Seq. No. 


291454 


Seq. ID 


LIB189-029-Q1--E1-G6 


Method 


BLASTN 


NCBI GI 


g2062705 


BLAST score 


38 


E value 


4.0e-12 


Match length 


38 


% identity 


100 


NCBI Description 


Human butyrophilin (BTF5) mRNA, complete 


Seq. No. 


291455 


Seq. ID 


LIB189-02 9-Q1-E1-H10 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


35 


E value 


2.0e-10 


Match length 


35 


% identity 


IQO 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq, No. 


291456 


Seq. ID 


LIB189-029-Q1-E1-H12 


Method 


BLASTN 


NCBI GI 


gl840117 


BLAST score 


51 


E value 


l.Oe-19 


Match length 


126 


% identity 


94 


NCBI Description 


Zea mays PIF-12 transposable element in 




complete sequence 


Seq. No. 


291457 


Seq. ID 


LIB18 9-030-Q1-E1-A10 


Method 


BLASTX 


NCBI GI 


gl077386 


BLAST score 


171 


E value 


l.Oe-23 


Match length 


110 


% identity 


50 



NCBI Description 



hypothetical protein YLR345w - yeast (Saccharomyces 
cerevisiae) >gi_609382 {U19028) Ylr345wp [Saccharomyces 
cerevisiael 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



291458 

LIB189-030-Q1-E1-A11 

BLASTX 

g4558558 

402 

2.0e-39 
112 



40556 



% identity 


64 


NCBI Description 


{AC007138) putative polygalacturonidase [Arabidopsis 




thaliana] 


Seq. No. 


291459 


Seq. ID 


LIB189-030-Q1-E1-D5 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


198 


E value 


2.0e-15 


Match length 


87 


% identity 


46 


NCBI Description 


(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 


Seq, No. 


291460 


Seq. ID 


LIB189-030-Q1-E1-D7 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


l.Oe-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


291461 


Seq. ID 


LIB189-030-Q1-E1-E3 


Method 


BLASTX 


NCBI GI 


g3288594 


BLAST score 


172 


E value 


3.0e-12 


Match length 


64 


% identity 


59 


NCBI Description 


(AJ006340) 26S proteasome subunit pll2 [Rattus norvegicus] 


Seq. No. 


291462 


Seq. ID 


LIB189-030-Q1-E1-G1 


Method 


BLASTX 


NCBI GI 


gl706260 


BLAST score 


272 


E value 


3,0e-26 


Match length 


116 


% identity 


59 


NCBI Description 


CYSTEINE PROTEINASE 1 PRECURSOR >gi_2118131_pir S59597 




cysteine proteinase 1 precursor - maize 




>gi_643597_dbj_BAA08244_ {D45402) cysteine proteinase [Zea 




mays] 


Seq. No. 


291463 


Seq. ID 


LIB189-030-Q1-E1-G9 


Method 


BLASTX 


NCBI GI 


g2565150 


BLAST score 


142 


E value 


9.0e-09 


Match length 


93 


% identity 


38 


NCBI Description 


(092974) unknown [Lactococcus lactis] 



40557 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291464 

LIB189-031-Q1-E1-B2 

BLASTX 

g3395443 

314 

7.0e-29 

113 

55 

(AC004683) putative ammonium transporter, 3' partial 
[Arabidopsis thaliana] 



Seq. No. 
Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291465 

LIB189-031-Q1~E1-C8 

BLASTX 

gl710580 

381 

9.0e-37 

129 

60 

"60S RIBOSOMAL PROTEIN L9 B (YLll) (RP25) 

>gi_1078363_pir S53915 ribosomal protein L9.e.B, cytosolic 

- yeast {Saccharomyces cerevisiae) >gi_7 91121_emb_CAA60195_ 

(X86470) putative second copy of ribosomal protein gene 
YL9A, SWISS_PR0T:RL9_YEAST [Saccharomyces cerevisiae] 
>gi_994820 (U12141) ribosomal protein YL9 [Saccharomyces 
cerevisiae] >gi_1301947_emb_CAA95940_ (Z71343) ORF YNL067w 

[Saccharomyces cerevisiae] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291466 

LIB189-031-Q1-E1-E2 

BLASTX 

gl658315 

141 

9.0e-09 

29 

86 

(Y08988) osr40g3 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291467 

LIB189-031-Q1-E1-F4 

BLASTX 

g2262170 

157 

7.0e-ll 

80 

46 

{AC002329) predicted glycosyl hydrolase [Arabidopsis 
thaliana] 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



291468 

LIB189-031-Q1-E1-G5 

BLASTX 

g2160144 

272 

4.0e-24 

102 

54 



40558 



NCBI Description (AC00037 5) Strong similarity to Arabidopsis oligopeptide 
transporter (gb_X77503) . [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291469 

LIB189-031-Q1-E1-H12 

BLASTX 

gll5608 

264 

8.0e-30 

103 

74 

PHOSPHOENOLPYRUVATE CARBOXYLASE 1 (PEPCASE) 
>gi_22563_emb_CAA33316_ (X15238) phosphoenolpyruvate 
carboxylase (AA 1 - 970) [Zea mays] 

291470 

LIB189-032-Q1-E1-B11 

BLASTX 

g3023852 

464 

l.Oe-46 

118 

70 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (CROSS-PATHWAY CONTROL WD- REPEAT PROTEIN CPC-2) 

>gi_1362527_pir S57839 CPC2 protein - Neurospora crassa 

>gi_971566_emb_CAA574 60_ {X81875) CPC2 protein [Neurospora 
crassa] 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291471 

LIB189-032-Q1-E1-C3 

BLASTX 

g2191138 

276 

2.0e-24 

75 

68 

(AF007269) A_IG002N01 . 18 gene product [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



291472 

LIB189-032-Q1-E1-D7 

BLASTN 

g3821780 

35 

4.0e-10 

35 
100 

Xenopus laevis cDNA clone 27A6-1 
291473 

LIB189-032-Q1-E1-E4 

BLASTX 

gll5608 

507 

l.Oe-51 
109 



40559 



% identity 


90 


NCBI Description 


PHOSPHOENOLPYRUVATE CARBOXYLASE 1 (PEPCASE) 




>gi_22563_einb_CAA33316__ (X15238) phosphoenolpyruvate 




carboxylase {AA 1 - 970) [Zea mays] 


Seq, No. 


291474 


Seq. ID 


LIB189-032-Q1-E1-E9 


Method 


BLASTX 


NCBI GI 


g3738301 


BLAST score 


150 


E value 


6.0e-10 


Match length 


51 


% identity 


53 


NCBI Description 


{AC005309) putative zinc-finger protein [Arabidopsis 




thaliana] >gi_4249397 {AC006072) putative zinc-finger 




protein (B-box zinc finger domain) [Arabidopsis thali 


Seq. No. 


291475 


Seq. ID 


LIB189--033-Q1-E1-A8 


Method 


BLASTN 


NCBI GI 


g3290005 


BLAST score 


81 


E value 


5.0e-38 


Match length 


172 


% identity 


87 


NCBI Description 


Zea mays pathogenesis related protein-5 (PR-5) mRNA, 




complete cds 


Seq. No. 


291476 


Seq. ID 


LIB189-033-Q1-E1-B8 


Method 


BLASTX 


NCBI GI 


g4056486 


BLAST score 


162 


E value 


3.0e-ll 


Match length 


89 


% identity 


39 


NCBI Description 


(AC005896) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


291477 


Seq. ID 


LIB189-033-Q1-E1-D1 


Method 


BLASTX 


NCBI GI 


g3135543 


BLAST score 


242 


E value 


2.0e-40 


Match length 


128 


% identity 


74 


NCBI Description 


(AF062393) aquaporin [Oryza sativa] 


Seq. No. 


291478 


Seq. ID 


LIB189-033-Q1-E1-D11 


Method 


BLASTX 


NCBI GI 


g2244807 


BLAST score 


147 


E value 


2.0e-09 


Match length 


88 


% identity 


38 


NCBI Description 


(Z97336) hypothetical protein [Arabidopsis thaliana] 



40560 



# 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291479 

LIB189-033-Q1-E1-E8 

BLASTX 

g4454016 

147 

l.Oe-09 

54 

56 

{AL035396) UMP/CMP kinase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



291480 

LIB189-034-Q1-E1-A3 

BLASTN 

g643596 

65 

2.0e-28 

116 
90 

Corn mRNA for cysteine proteinase, clone CCP, complete cds 
291481 

LIB189-034-Q1-E1-B9 

BLASTX 

gl32147 

523 

2.0e-53 

110 
86 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_68089_pir RKZMS 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - maize >gi_22474_emb__CAA29784__ (X06535) 
ribulose-l,5-bisphosphate carboxylase (RuBPC) precursor 

[Zea mays] >gi_217964_dbj_BAA00120_ (D00170) ribulose 
1,5-bisphosphate .carboxylase small subunit [Zea mays] 
>gi_35 9512_prf 1312317A ribulosebisphosphate carboxylase 

[Zea mays] 

291482 

LIB189-034-Q1-E1-C2 

BLASTX 

g4468913 

279 

9.0e-25 

130 
45 

(AJ131720) alpha integrin binding protein 
291483 

LIB189-034-Q1-E1-C5 
BLASTN 
g902200 
182 

6.0e-98 
317 



80 [Homo sapiens] 



40561 



% identity 


47 


NCBI Description 


Z.mays complete chloroplast genome 


Seq. No. 


291484 


Seq. ID 


LIB189-034-Q1-E1-C7 


Method 


BLASTX 


NCBI GI 


gl352461 


BLAST score 


368 


E value 


5. Oe-46 


Match length 


130 


% identity 


79 


NCBI Description 


IN2-2 PROTEIN 


Seq. No. 


291485 


Seq. ID 


LIB189-034-Q1-E1-C9 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


321 


E value 


1. Oe-29 


Match length 


89 


% identity 


66 


NCBI Description 


{U86018) photosystem II 10 kDa polypeptide [Oryza 


Seq, No. 


291486 


Seq. ID 


LIB18 9-034 -Q1-E1-D5 


Method 


BLASTX 


NCBI GI 


g2827716 


BLAST score 


397 


E value 


l.Oe-38 


Match length 


111 


% identity 


70 


NCBI Description 


{AL021684) predicted protein [Arabidopsis thaliana 


Seq. No, 


291487 


Seq. ID 


LIB189-034-Q1-E1-D8 


Method 


BLASTX 


NCBI GI 


g4176544 


BLAST score 


372 


E value 


l.Oe-35 


Match length 


136 


% identity 


54 


NCBI Description 


(AL035259) putative utp — glucose-l-phosphate 




uridylyltransferase [Schizosaccharomyces pombe] 


Seq. No. 


291488 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 
Method 



LIB189-034-Q1-E1-E8 

BLASTX 

g3318613 

250 

l.Oe-21 

90 

58 

(AB016064) mitochondrial phosphate transporter [Zea mays] 
291489 

LIB189-034-Q1-E1-G9 
BLASTX 



40562 



NCBI GI 


g3482914 


BLAST score 


271 


E value 


8.0e-24 


Match length 


117 


% identity 


52 


NCBI Description 


(AC003970) Similar to nodulins and lipase 




thaliana] 


Seq. No. 


291490 


Seq. ID 


LIB189-034-Q1-E1-H3 


Method 


BLASTX 


NCBI GI 


g3044214 


BLAST score 


155 


E value 


3. Oe-10 


Match length 


133 


% identity 


32 


NCBI Description 


(AF057044) acyl-CoA oxidase [Arabidopsis 


Seq. No. 


2914 91 


Seq. ID 


LIB3059-001-Q1-K1-B8 


Method 


BLASTN 


NCBI GI 


g22326 


BLAST score 


113 


E value 


5.0e-57 


Match length 


165 


% identity 


92 


NCBI Description 


Z.mays gene for Hageman factor inhibitor 


Seq. No. 


291492 


Seq. ID 


LIB3059-001-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g224514 


BLAST score 


254 


E value 


3.0e-22 


Match length 


61 


% identity 


84 


NCBI Description 


zein M8 [Zea mays] 


Seq. No. 


291493 


Seq. ID 


LIB3059-001-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


gl21345 


BLAST score 


257 


E value 


l.Oe-22 


Match length 


59 


% identity 


86 


NCBI Description 


GLUTAMINE SYNTHETASE PR-2 (ISOZYME ALPHA 



Seq. No. 
Seq. ID 
Method 



(GLUTAMATE— AMMONIA LIGASE) >gi_685 93_pir ^AJFBQA 

glutamate — ammonia ligase (EC 6.3.1.2) alpha, cytosolic 
kidney bean >gi_21013_emb_CAA27632_ (X04002) glutamine 
synthetase subunit {aa 1-356) [Phaseolus vulgaris] 

>gi_225068_prf 1208270B synthetase R2,Gln [Phaseolus 

vulgaris] 

291494 

LIB3059-001-Q1-K1-G12 
BLASTN 



40563 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl8743 
70 

2.0e-31 

102 

92 

G.max mRNA from stress-induced gene (SAM22) 



Seq, No. 


291495 


Seq. ID 


LIB3059-001-Q1-K1-G5 


Method 


BLASTIST 


NCBI GI 


g22222 


BLAST score 


51 


E value 


3.0e-20 


Match length 


107 


% identity 


88 


NCBI Description 


Z.mays ZSF4C4 gene for zein 


Seq. No. 


291496 


Seq. ID 


LIB3059-001-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g224513 


BLAST score 


271 


E value 


3.0e-24 


Match length 


62 


% identity 


85 


NCBI Description 


zein M6 [Zea mays] 



Seq. No. 


291497 


Seq. ID 


LIB3059-001- 


Method 


BLASTX 


NCBI GI 


g2832681 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


69 


% identity 


49 


NCBI Description 


(AL021712) ] 


Seq, No. 


291498 


Seq. ID 


LIB3059-001 


Method 


BLASTN 


NCBI GI 


g22549 


BLAST score 


269 


E value 


l.Oe-150 


Match length 


365 


% identity 


93 


NCBI Description 


Maize gene 


Seq. No. 


291499 


Seq. ID 


LIB3059-001 


Method 


BLASTX 


NCBI GI 


gl41610 


BLAST score 


405 


E value 


2.0e-39 


Match length 


143 


% identity 


63 


NCBI Description 


ZEIN-ALPHA 



-Q1-K2-A12 



for a 27kDa storage protein, zein 



40564 



Seq. No. 


291500 


Seq. ID 




Method 


BLASTN 


NCBI GI 


gl68704 


BLAST score 


127 


E value 


3 . Oe-65 


Match length 


187 


% identity 


92 


NCBI Description 


Zea mays zein protein gene. 


Seq. No. 


291501 


Seq. ID 


LIBJUoy-UU i-yi-J\Z-llj4 


Method 


BLASTX 


NCBI GI 


gi 1 00 y 4 u 


BLAST score 


403 


E value 


2.0e-39 


Match length 


104 


% identity 


72 


NCBI Description 


CHORISMATE MUTASE PRECURSOR 



complete cds 



>gi_429153_emb_CAA81286_ {Z26519) chorismate mutase 
precursor [Arabidopsis thaliana] 



291502 

LIB3059-001-Q1-K2-G10 

BLASTX 

gl41617 

317 

3.0e-29 

74 

82 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZCl) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir ^B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ {X53515) zein Zcl [Zea mays] 
>gi_168666 {M16460) 16-kDa zein protein [Zea mays] 



Seq. No. 291503 

Seq. ID LIB3059-001-Q1-K2-G5 

Method BLASTX 

NCBI GI g4090257 

BLAST score 307 

E value 4.0e-28 

Match length 60 

% identity 93 

NCBI Description (AJ131732) ribosomal protein L37A [Pseudotsuga menziesir] 

Seq. No. 291504 

Seq. ID LIB3059-001-Q1-K2-H7 

Method BLASTX 

NCBI GI gl841462 

BLAST score 190 

E value 2.0e-14 

Match length 84 

% identity 52 

NCBI Description {Y10991) Elongation factor 2 [Nicctiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40565 



Seq. No. 


291505 


Seq. ID 


LIB3059-002-Q1-K2-A5 


Method 


BLASTX 


NCBI GI 


g3914423 


BLAST score 


222 


E value 


2.0e-18 


Match length 


61 


% identity 


74 


NCBI Description 


PROFILIN 4 >gi_2642324 (AF032370) 


Seq. No, 


291506 


Seq, ID 


LIB3059-002-Q1-K2-C10 


Method 


BLASTN 


NCBI GI 


g899609 


BLAST score 


58 


E value 


3.0e-24 


Match length 


120 


% identity 


87 


NCBI Description 


Zea mays acidic ribosomal protein 




complete cds 


Seq, No. 


291507 


Seq. ID 


LIB3059-002-Q1-K2-D11 


Method 


BLASTX 


NCBI GI 


gll84774 


BLAST score 


350 


E value 


3.0e-33 


Match length 


83 


% identity 


84 


NCBI Description 


(U45856) cytosolic glyceroldehyde 




GAPC3 [Zea mays] 



profilin [Zea mays] 



{RPA-2A1) mRNA, 



-3-phosphate dehydrogenase 



Seq. No. 


291508 






Seq, ID 


LIB3059-003-Q1-K1-C8 






Method 


BLASTX 






NCBI GI 


g3046815 






BLAST score 


394 






E value 


3.0e-38 






Match length 


104 






% identity 


66 






NCBI Description 


(AL021687 ) cytochrome 


P450 


[Arabidopsis 


Seq. No- 


291509 






Seq. ID 


LIB3059-003-Q1-K1-D11 






Method 


BLASTX 






NCBI GI 


gl41610 






BLAST score 


235 






E value 


7,0e-20 






Match length 


99 






% identity 


58 






NCBI Description 


ZEIN-ALPHA PRECURSOR 


(CLONE 


Z4) 


Seq. No. 


291510 






Seq. ID 


LIB3059-003-Q1-K1-D9 






Method 


BLASTX 






NCBI GI 


g4185308 






BLAST score 


310 







40566 



E value 


3 . Oe-40 


Match length 


111 


% identity 


80 


NCBI Description 


(AF09U446) 2z-KDa aipna zem protein zi 


Seq. No. 


291511 


Seq. ID 


LIB3059-003-Q1-K1-EJ 


Method 


BLASTX 


NCBI GI 


g3738285 


BLAST score 


181 


E value 


4 . Oe-15 


Match length 


96 


% identity 


49 


NCBI Description 


(AC005309) unknown protein [Arabidopsis 


Seq, No. 


291512 


Seq. ID 


LIB3059-003-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g3860247 


BLAST score 


321 


E value 


1, Oe-29 


Match length 


83 


% identity 


71 


NCBI Description 


(AC005824) unknown protein [Arabidopsis 


Seq. No. 


291513 


Seq. ID 


LIB3059-003-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


gl718238 


BLAST score 


459 


E value 


7.0e-46 


Match length 


135 


% identity 


64 


NCBI Description 


{U59313) (1, 4) -beta-xylan endohydrolase 




[Hordeum vulgare] 


Seq . No . 


291514 


Seq. ID 


LIB3059-003-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


gl41601 


BLAST score 


189 


E value 


7. Oe-15 


Match length 


55 



isoenzyme X-II 



% identity 

NCBI Description 



69 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE G219AB11) 

>gi_82657_pir S03417 19K zein precursor (clone gZ19ABll) - 

maize >gi_2254 3_emb_CAA2934 0_ {X05911) 19 kd alpha zein (AA 
1 - 234) [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



291515 

LIB3059-003-Q1-K1-G2 

BLASTX 

g4371292 

248 

4.0e-21 

124 

45 



40567 



NCBI Description (AC006260) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291516 

LIB3059-003-Q1-K1-G4 

BLASTX 

gll74448 

187 

3.0e-18 

98 

51 

TRANSLOCON-ASSOCIATED PROTEIN, ALPHA SUBUNIT PRECURSOR 
(TRAP-ALPHA) (SIGNAL SEQUENCE RECEPTOR ALPHA SUBUNIT) 
(SSR-ALPHA) >gi_547391 (L32016) alpha-subunit ; putative 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291517 

LIB3059-003-Q1-K1-H2 

BLASTX 

g2130035 

273 

4.0e-24 

130 

52 

glucose-l-phosphate adenylyltransf erase (EC 2.7.7.27) 
chain A - barley >gi_1143500__einb_CAA8844 9_ (Z48562) 
ADP-glucose pyrophosphorylase small subunit [Hordeum 



small 





vulgare] 




Seq. No. 


291518 




Seq. ID 


LIB3059-004 


-Ql 


Method 


BLASTX 




NCBI GI 


g419803 




BLAST score 


150 




E value 


5.0e-10 




Match length 


69 




% identity 


45 




NCBI Description 


zein protein - 




mays] 




Seq. No. 


291519 




Seq. ID 


LIB3059-004 


-Ql 


Method 


BLASTX 




NCBI GI 


gl6073 




BLAST score 


200 




E value 


2.0e-24 




Match length 


71 




% identity 


87 




NCBI Description 


(X59526) zein 


Seq. No. 


291520 




Seq. ID 


LIB3059-'004 


-Ql 


Method 


BLASTN 




NCBI GI 


g22531 




BLAST score 


71 




E value 


8.0e-32 




Match length 


131 




% identity 


89 





_168705 {M72708) zein protein [Zea 



Q1-K1-B3 



[Acetabularia mediterranea] 



40568 



NCBI Description 



Zea mays mRNA encoding a zein (clone pZ22.1) 
>gi_270688_gb_I03336_ Sequence 10 from Patent US 4885357 
>gi_270741_gb_I03273_ Sequence 2 from Patent US 



Seq. No. 


291521 


Seq. ID 


LIB3059-004-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g3033398 


BLAST score 


200 


E value 


9.0e-16 


Match length 


96 


% identity 


43 


NCBI Description 


(AC004238) putative phosphorib< 




formyltransf erase [Arabidopsis 


Seq. No. 


291522 


Seq. ID 


LIB3059-004-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g3650036 


BLAST score 


216 


E value 


2.0e-17 


Match length 


129 


% identity 


41 


NCBI Description 


(AC005396) putative transposas 


Seq. No. 


291523 


Seq. ID 


LIB3059-004-Q1-K1-D2 


Method 


BLASTN 


NCBI GI 


g902583 


BLAST score 


47 


E value 


l.Oe-17 


Match length 


75 


% identity 


91 


NCBI Description 


Zea mays clone MubGl iibiquitin 


Seq. No. 


291524 


Seq. ID 


LIB3059-004-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


gl41603 


BLAST score 


500 


E value 


1.0e-50 


Match length 


109 


% identity 


94 


NCBI Description 


ZEIN-ALPHA PRECURSOR {19 KD) ( 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_72311_pir ZIZM2 19K zein precursor (clone A20) - 

>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 

291525 

LIB3059-004-Q1-K1-E1 

BLASTX 

g3928084 

410 

4.0e-40 

137 

65 

(AC005770) retrotransposon-like protein [Arabidopsis 
thaliana] 



maize 



40569 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291526 

LIB3059-004-Q1-K1-E5 

BLASTX 

gl68699 

357 

6.0e-34 

111 

69 

(M60836) zein [Zea mays] 
291527 

LIB3059-004-Q1-K1-G10 

BLASTX 

g4582457 

572 

3.0e-59 

116 

82 

(AC007071) 
thaliana] 



putative zinc finger protein [Arabidopsis 



Seq. No. 


291528 


Seq, ID 


LIB3059-004-Q1-K1-G5 


Method 


BLASTN 


NCBI GI 


g4105122 


BLAST score 


66 


E value 


l.Oe-28 


Match length 


101 


% identity 


91 


NCBI Description 


Zea mays cell wall i 


Seq. No. 


291529 


Seq. ID 


LIB3059-004-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


gl41603 


BLAST score 


276 


E value 


2.0e-24 


Match length 


76 


% identity 


76 


NCBI Description 


ZEIN-ALPHA PRECURSOR 



(incw3) gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



(19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) - maize 

>gi_22529__emb_CAA24723_ (V01476) zein [Zea mays] 

291530 

LIB3059-005-Q1-K1-A10 

BLASTN 

g3821780 

36 

9.0e-ll 

48 
67 

Xenopus laevis cDNA clone 27A6-1 
291531 

LIB3059-005-Q1-K1-A2 
BLASTX 



40570 



# 



NCBI GI 


g2494650 


BLAST score 


167 


E value 


8.0e-12 


Mat ctuJ^engt h 


88 


% idfc-rjTcity 


44 


NCBI Description 


GLYCEROL-3-PHOSPHATE DEHYDROGENASE MITOCHONDRIAL 




(GPD-M) (GPDH-M) >gi_1408263 {U60987) FAD-linked 




glycerol-3-phosphate dehydrogenase [Mus musculus] 


Seq. No. 


291532 


Seq. ID 


LIB3059-005-Q1-K1-B3 


Method 


BLASTN 


NCBI GI 


g540534 


BLAST score 


38 


E value 


2.0e-12 


Match length 


86 


% identity 


86 


NCBI Description 


Rice mRNA for q group of receptor for activated C 




complete cds 


Seq, No. 


291533 


Seq. ID 


LIB3059-005-Q1-K1-B6 


Method - 


BLASTX 


NCBI GI 


g3881976 


BLAST score 


280 


E value 


4.0e-25 


Match length 


99 


% identity 


52 


NCBI Description 


(AJ0124 09) hypothetical protein [Homo sapiens] 


Seq. No. 


291534 


Seq. ID 


LIB3059-005-Q1-K1-C3 


Method 


BLASTN 


NCBI GI 


g22326 


BLAST score 


218 


E value 


l.Oe-119 


Match length 


218 


% identity 


100 


NCBI Description 


Z.mays gene for Hageman factor inhibitor 


Seq. No. 


291535 


Seq. ID 


LIB3059-005-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g2511695 


BLAST score 


453 


E value 


3.0e-45 


Match length 


121 


% identity 


68 


NCBI Description 


(Z99955) cysteine proteinase precursor [Phaseolus 


Seq. No. 


291536 


Seq. ID 


LIB3059-005-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g4185308 


BLAST score 


503 


E value 


5.0e-51 


Match length 


140 



•kinase, 



40571 



% identity 

NCBI Description 



76 

{AF090446) 22-kDa alpha zein protein 21 [2ea mays] 



Seq. No. 


291537 


Seq, ID 


LIB3059-005-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g82696 


BLAST score 


262 


E value 


9.0e-23 


Match length 


72 


% identity 


71 


NCBI Description 


glycine-rich protein - maize >gi 22293 emb CAi 




{X61121) glycine-rich protein [Zea mays] 


Seq. No. 


291538 


Seq. ID 


LIB3059-005-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g2832243 


BLAST score 


186 


E value 


4.0e-14 


Match length 


69 


% identity 


59 


NCBI Description 


(AF031569) 22-kDa alpha zein 4 [Zea mays] 


Seq. No. 


291539 


Seq. ID 


LIB3059-006-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


gl321627 


BLAST score 


266 


E value 


5.0e-29 


Match length 


91 


% identity 


75 


NCBI Description 


(D83656) thylakoid-bound ascorbate peroxidase 




sp.] 


Seq. No. 


291540 


Seq. ID 


LIB3059-006-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g4467124 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


129 


% identity 


33 


NCBI Description 


(AL035538) hypothetical protein [Arabidopsis 


Seq. No. 


291541 


Seq, ID 


LIB3059-006-Q1-K1-E11 


Method 


BLASTN 


NCBI GI 


g22524 


BLAST score 


41 


E value 


4.0e-14 


Match length 


161 


% identity 


81 


NCBI Description 


Zea mays mRNA encoding a zein (clone ZG31A) 


Seq. No. 


291542 


Seq. ID 


LIB3059-006-Q1-K1-F1 



40572 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2984709 

201 

3,0e-16 

69 

59 

(AF0534681 



DnaJ-related protein ZMDJl [2ea mays] 



291543 

LIB3059-006-Q1-K1-F6 

BLASTX 

gl41603 

526 

9.0e-54 

136 

81 

ZE IN- ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311_pir ZI2M2 19K zein precursor (clone A20) 

>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 

291544 

LIB3059-006-Q1-K1-F8 

BLASTN 

g20266 

56 

3.0e-23 

80 

93 

O.sativa mRNA for lipoxygenase L-2 
>gi_2171696_dbj_E03480_E03480 cDNA encoding rice 
lipoxygenase L-3 



maxze 



Seq. No. 


291545 


Seq, ID 


LIB3059-006-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


gl68699 


BLAST score 


243 


E value 


8.0e-34 


Match length 


120 


% identity 


72 


NCBI Description 


(M60836) zein [Zea mays] 


Seq, No. 


291546 


Seq. ID 


LIB3059-006-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g3395938 


BLAST score 


177 


E value 


3.0e-16 


Match length 


90 


% identity 


53 


NCBI Description 


(AF076924 ) polypyrimidine 




[Arabidopsis thaliana] 


Seq. No. 


291547 


Seq. ID 


LIB3059-G06-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


gll8104 



40573 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



397 

4.0e-56 

145 

79 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_82914B_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 

291548 

LIB3059-007-Q1-K1-A1 

BLASTX 

gl00846 

263 

7,0e-23 

76 

72 

22K zein precursor (clone gZ22.8H3) - maize 
>gi_22179_emb_CAA4339S^ (X61085) 22 3cD alpha-zein [Zea 
mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



291549 

LIB3059-007-Q1-K1-A5 

BLASTN 

gl061304 

148 

l.Oe-77 

275 
91 

Z.mays ZSF4C5 gene for zein 
291550 

LIB3059-007-Q1-K1-A6 

BLASTX 

g3337356 

353 

2,0e-33 

81 
88 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 

291551 

LIB3059-007-Q1-K1-B1 

BLASTX 

gl806140 

189 

3.0e-14 

71 

61 

(X97314) cdc2MsC [Medicago sativa] 
291552 

LIB3059-007-Q1-K1-B3 

BLASTN 

g22292 



40574 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



56 

4.0e-23 

92 
91 

Z.mays mRNA for glycine-rich protein 
291553 

LIB3059-007-Q1-K1-C4 

BLASTN 

gl68681 

140 

5.0e-73 

235 

91 

Maize 19 kDa zein mRNA, clone cZ19Dl, complete cds. 
>gi_270686_gb_I03333_ Sequence 8 from Patent US 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291554 

LIB3059-007-Q1-K1-C7 

BLASTX 

g2827663 

212 

5.0e-17 

124 

5 

(AL021637) membrane-associated salt-inducible-like protein 
[Arabidopsis thaliana] 

291555 

LIB3059-007-Q1-K1-D4 

BLASTX 

g4337027 

186 

8.0e-14 

65 

58 

(AF123254) MFP2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291556 

LIB3059-007-Q1-K1-D7 

BLASTN 

g22544 

121 

8.0e-62 

153 

95 

Maize mRNA (clone A30) 



for zein (a plant storage protein) 



291557 

LIB3059-007-Q1-K1-E10 

BLASTX 

gl304266 

320 

l.Oe-29 

79 
81 

(D64051) ^HALF-1 [Triticum aestivum] 



40575 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291558 

LIB3059-007-Q1-K1-E2 

BLASTX 

gl41608 

167 

l.Oe-11 

63 
56 

ZEIN-ALPHA PRECURSOR (19 KD) (PMSl) >gi_10094 3_pir S15655 

zein, 19K - maize >gi_2244 6_emb_CAA37651_ (X53582) 19 kDa 
zein [Zea mays] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291559 

LIB3059-007-Q1-K1-F3 

BLASTX 

gl41603 

169 

4.0e-20 

81 

75 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) 

>gi_22529_einb_CAA24723_ (V01476) zein [Zea mays] 



maxze 



Seq. No. 


291560 


Seq. ID 


LIB3059-007-Q1-K1-G10 


Method 


BLASTN 


NCBI GI 


gl68677 


BLAST score 


37 


E value 


l.Oe-11 


Match length 


73 


% identity 


88 


NCBI Description 


Maize 19 kDa zein mRNA, clone cZ19Cl 


Seq. No. 


291561 


Seq, ID 


LIB3059-007-Q1-K1-G3 


Method 


BLASTN 


NCBI GI 


gll84775 


BLAST score 


54 


E value 


l.Oe-21 


Match length 


170 


% identity 


83 


NCBI Description 


Zea mays glyceraldehyde-3-phosphate 




(gpc4) mRNA, complete cds 


Seq. No. 


291562 


Seq. ID 


LIB3059-007-Q1-K1-G7 


Method 


BLASTN 


NCBI GI 


g312180 


BLAST score 


146 


E value 


2.0e-76 


Match length 


192 


% identity 


92 


NCBI Description 


Z.mays GapC4 gene 



Seq. No. 



291563 



40576 




Seq. ID 


LlboUoy-UU /-yi-J\±-no 


Method 


bliilO i A 


NCBI GI 


gl00940 


BLAST score 


291 


E value 


4 . Oe-26 


Match length 


84 


% identity 


74 


NCBI Description 


zein zAl - maize 


Seq. No. 


291564 


Seq. ID 


LIBiUoy-UUo-yi-i\i-Blz 


Method 


T> ^ *j\ /-* rn>T 

BLASTN 


NCBI GI 


g2062705 


BLAST score 


36 


E value 


9. Oe-11 


Match length 


36 


% identity 


100 


NCBI Description 


Huinan Dutyropnriin toiroj itiKJNii/ coinp±ei-e cus 


Seq. No. 


291565 


Seq. ID 


LiB3Uoy-uuo-yi-j\i-uiu 


Method 


T)T TV cmv 

BLASTX 


NCBI GI 


g4185308 


BLAST score 


320 


E value 


1 . Oe-29 


Match length 


100 


% identity 


36 


NCBI Description 


(AF090446) 22-kDa alpha zem protein zi [Ziea maysj 


Seq. No. 


291566 


Seq. ID 


LIB3059-008-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g629861 


BLAST score 


328 


E value 


9.0e-31 


Match length 


101 


% identity 


72 


NCBI Description 


zexn Zdl, 19K - maxze >gi_oioO^U_emjD_LAA.4 / Djy_ iad/z 




zein Zdl (19 kDa zein) [Zea mays] 


Seq. No. 


291567 


Seq. ID 


LIB3u5y-uUc}-Ql-Kl-Lo 


Method 


BLASTX 


NCBI GI 


gl519251 


BLAST score 


143 


E value 


2 . Oe-09 


Match length 


44 


% identity 


73 


NCBI Description 


{U65957) GF14-C protein [Oryza sativa] 


Seq. No. 


291568 


Seq. ID 


LiBoUoy-uuo— yx— i\i-u4 


Method 


BLASTX 


NCBI GI 


g82660 


BLAST score 


269 


E value 


8.0e-24 


Match length 


93 



40577 



% identity 

NCBI Description 



62 

19K zein precursor (clone ZG31A) - maize (fragment) 
>gi_809117__emb_CAA24720_ (V01473) zein [Zea mays] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291569 

LIB3059-008-Q1-K1-E8 

BLASTX 

gl707924 

550 

l.Oe-56 

124 

86 

GLUCOSE-l-PHOSPHATE ADENYLYL TRANSFERASE LARGE SUBUNIT 1 
PRECURSOR (ADP-GLUCOSE SYNTHASE) (ADP-GLUCOSE 
PYROPHOSPHORYLASE) (AGPASE S) (ALPHA-D-GLUCOSE-l-PHOSPHATE 
ADENYL TRANSFERASE) (SHRUNKEN-2) >gi_1947182 (M81603) 

shrunken-2 [Zea mays] >gi_444329_prf 1906378A ADP glucose 

pyrophosphorylase [Zea mays] 



Seq. No, 


291570 








Seq. ID 


LIB3059-008- 


-Ql-Kl- 


-F6 




Method 


BLASTN 








NCBI GI 


g2832242 








DjjriO 1 oCO-Lt5 


79 








E value 


2.0e-32 








Match length 


300 








% identity 


59 








NCBI Description 


Zea mays 22- 


-kDa alpha 


zein 


Seq. No. 


291571 








Seq. ID 


LIB3059-008- 


-Ql-Kl- 


-G5 




Method 


BLASTN 








NCBI GI 


gl68698 








BLAST score 


114 








E value 


2.0e-57 








Match length 


234 








% identity 


88 








NCBI Description 


Z.mays zein 


mRNA, 


complete 


Seq. No. 


291572 








Seq. ID 


LIB3059-008- 


-Ql-Kl- 


-G9 




Method 


BLASTN 








NCBI GI 


g22544 








BLAST score 


218 








E value 


l.Oe-119 








Match length 


302 








% identity 


96 








NCBI Description 


Maize mRNA 


(clone 


A30) 


for 


Seq. No. 


291573 








Seq. ID 


LIB3059-008- 


-Ql-Kl- 


-HI 




Method 


BLASTX 








NCBI GI 


g3152613 








BLAST score 


163 








E value 


l.Oe-11 








Match length 


79 








% identity 


39 









complete sequence 



zein (a plant storage protein) 



40578 



NCBI Description (AC004482) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291574 

LIB3059-009-Q1-K1-A12 

BLASTX 

g2662341 

157 

9.0e-ll 

75 

49 

(D63580) EF-1 alpha [Oryza sativa] 
>gi_2662345_dbj_BAA23659_ {D63582) 
sativa] >gi_2662347_dbj_BAA23660__ 
[Oryza sativa] 



EF-1 alpha [Oryza 
(D63583) EF-1 alpha 



Seq. No. 


291575 


Seq. ID 


LIB3059-009-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g2832243 


BLAST score 


408 


E value 


4.0e-40 


Match length 


109 


% identity 


78 


NCBI Description 


{AF031569) 22-kDa alpha zein 4 [Zea mays] 


Seq. No. 


291576 


Seq. ID 


LIB3059-009-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g2244759 


BLAST score 


361 


E value 


2.0e-34 


Match length 


85 


% identity 


78 


NCBI Description 


(Z97335) selenium-binding protein [Arabidopsi; 


Seq. No. 


291577 


Seq. ID 


LIB3059-009-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g232282 


BLAST score 


285 


E value 


2,0e-25 


Match length 


73 


% identity 


70 


NCBI Description 


22.0 KD CLASS IV HEAT SHOCK PROTEIN PRECURSOR 



>gi_4777 60_pir B48113 heat shock protein HSP22.0 - soybean 

>gi_18661_emb_CAA44882_ (X63198) heat shock protein 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291578 

LIB3059-010-Q1-K1-C7 

BLASTX 

gl41601 

168 

4,0e-12 

62 

53 

ZEIN- ALPHA PRECURSOR {19 KD) 



(CLONE GZ19AB11) 



40579 



>gi_82657_pir S03417 19K zein precursor (clone gZ19ABll) - 

maize >gi_22543_emb_CAA29340_ (X05911) 19 kd alpha zein (AA 
1 - 234) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291579 

LIB3059-010-Q1-K1-D1 

BLASTN 

g535019 

162 

6.0e-86 

274 

46 

Z.mays Zdl tandem genes for zein 



Zdl (19 kDa Zein) 



291580 

LIB3059-010-Q1-K1-D4 

BLASTX 

gl68695 

253 

l.Oe-21 

111 

35 

(M16218) gamma zein [Zea mays] >gi_225315_prf_ 
zein gamma [Zea mays] 



1211356A 



291581 

LIB3059-010-Q1-K1-E10 

BLASTN 

g2665839 

170 

7.0e-91 

194 

97 

Zea mays putative histone deacetylase RPD3 mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291582 

LIB3059-010-Q1-K1-E11 

BLASTX 

g419803 

219 

6.0e-18 

90 

48 

zein protein - maize >gi_ 
mays] 

291583 

LIB3G59-010-Q1-K1-F7 

BLASTN 

gl68677 

84 

l.Oe-39 

92 

98 

Maize 19 kDa zein mRNA, 



168705 (M72708) zein protein [Zea 



clone CZ19C1, complete cds 



40580 



Seq. No. 


291584 


Seq. ID 


LIB3059-010-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g22216 


BLAST score 


380 


E value 


l.Oe-36 


Match length 


104 


% identity 


77 


NCBI Description 


(X55722) 22kD zein [Zea mays] 


Seq. No. 


291585 


Seq. ID 


LIB3059-010-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


gll73027 


BLAST score 


222 


E value 


2.0e-18 


Match length 


76 


% identity 


59 


NCBI Description 


60S RIBOSOMAL PROTEIN L31 >gi_91 




protein L31 [Nicotiana glutinosa 


Seq. No. 


291586 


Seq. ID 


LIB3059-011-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


a2832247 


BLAST score 


296 


E value 


8.0e"27 


Match length 


115 


% identity 


57 


NCBI Description 


{AF031569) 22-kDa alpha zein 10 


Seq. No. 


291587 


Seq. ID 


LIB3059-011-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g3688162 


BLAST score 


337 


E value 


l.Oe-31 


Match length 


90 


% identity 


76 


NCBI Description 


(AJ009672) centrin [Arabidopsis 


Seq. No. 


291588 


Seq. ID 


LIB3059-011-Q1-K1-C12 


Method 


BLASTN 




a2062705 


BLAST score 


37 


E value 


2.0e-ll 


Match length 


37 


% identity 


100 


NCBI Description 


Human butyrophilin {BTF5) mRNA, 


Seq. No. 


291589 


Seq. ID 


LIB3059-011-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g3914685 


BLAST score 


195 


E value 


l.Oe-17 



(U23784) ribosomal 



[Zea mays] 



40581 



Match length 

% identity 

NCBI Description 



109 
51 

60S RIBOSOMAL PROTEIN L17 >gi_2668748 
protein LI 7 [Zea mays] 



(AF034948) ribos oma 1 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291590 

LIB3059-011-Q1-K1-D8 

BLASTN 

g2828011 

121 

9.0e-62 

168 
98 

Zea mays starch synthase I precursor (Ssl) mRNA, nuclear 
gene encoding plastid protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291591 

LIB3059-011-Q1-K1-E8 

BLASTX 

g3024738 

276 

2.0e-24 

145 

45 

TYPE II DNA TOPOISOMERASE VI SUBUNIT A 
>gi_1926404_emb_CAA71605_ (Y10582) type II DNA 
topoisomerase subunit A [Sulfolobus shibatae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291592 

LIB3059-011-Q1-K1-G9 

BLASTX 

g3135751 

533 

l,0e-54 

125 
85 

{AJ006095) 
arietinum] 



26S protease regulatory subunit 6 [Cicer 



Seq. No. 


291593 


Seq. ID 


LIB3059-011-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g224508 


BLAST score 


394 


E value 


3.0e-38 


Match length 


105 


% identity 


83 


NCBI Description 


zein A20 [Zea mays] 


Seq. No. 


291594 


Seq. ID 


LIB3059-012-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g2245138 


BLAST score 


509 


E value 


9.0e-52 


Match length 


138 


% identity 


68 



40582 



NCBI Description (Z97344) hypothetical protein [Arabidopsis thaliana] 



Seq, No. 


291595 


Seq. ID 


LIB305y-012-Ql-Kl-Co 


Method 


BLASTX 


NCBI GI 


g419803 


BLAST score 


235 


E value 


8. Oe-20 


Match length 


104 


% identity 


55 


NCBI Description 


zein protein - maize >gi_ 




mays] 


Seq, No. 


291596 


Seq. ID 


LIB3059-012-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g3834322 


BLAST score 


166 


E value 


1. Oe-11 


Match length 


83 


% identity 


54 


NCBI Description 


(AC005679) EST gb_R30300 




thaliana] 


Seq. No. 


291597 


Seq. ID 


LIB3059-012-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g508545 


BLAST score 


275 


E value 


2.0e-24 


Match length 


121 


% identity 


50 


NCBI Description 


(L34340) zein [Zea mays] 


Seq. No. 


291598 


Seq, ID 


LIB3059-013-Q1-K1-A2 


Method 


BLASTN 


NCBI GI 


g22292 


BLAST score 


75 


E value 


5.0e-34 


Match length 


87 


% identity 


97 


NCBI Description 


Z.mays mRNA for glycine-. 


Seq. No. 


291599 


Seq. ID 


LIB3059-013-Q1-K1-A3 


Method 


BLASTN 


NCBI GI 


g3342820 


BLAST score 


170 


E value 


7 . Oe-91 


Match length 


199 


% identity 


96 


NCBI Description 


Zea mays eukaryotic tran 




subunit (eIF-4E) mRNA^ c 


Seq. No. 


291600 


Seq. ID 


LIB3059-013-Q1-K1-A6 



(M72708) zein protein [Zea 



[Arabidopsis 



40583 



Method 


Ilk 
IP 

BLASTX 


NCBI GI 


g2244933 


BLAST score 


179 


E value 


0 . Ue-lo 


ixiarcn lengtin 


40 


% identity 


73 


NCBI Description 


{Z97339) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



similar to hypothetical protein YPL211w - yeast 
[Arabidopsis thai i ana] 

291601 

LIB3059-013-Q1-K1-B11 

BLASTN 

g22445 

127 

3.0e-65 

206 

91 

Zea mays ZMPMSl gene for 19 kDa zein protein 
291602 

LIB3059-013-Q1-K1-B4 

BLASTX 

gll84776 

298 

2.0e-29 

71 

94 

{U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC4 [Zea mays] 

291603 

LIB3059-013-Q1-K1-B7 

BLASTX 

g629861 

255 

5.0e-22 

118 

48 

zein Zdl, 19K - maize >gi_535020_emb_CAA47639__ {X67203) 
zein Zdl {19 kDa zein) [Zea mays] 

291604 

LIB3059-013-Q1-K1-C4 

BLASTX 

g3212879 

261 

l.Oe-22 

80 

60 

(AC004005) putative ribosomal protein L7 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



291605 

LIB3059-013-Q1-K1-D2 

BLASTX 

g2865177 

153 



40584 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4,0e-10 

59 

46 

(AB010946) AtRerlB [Arabidopsis thaliana] 
291606 

LIB3059-013-Q1-K1-D8 

BLASTX 

g629767 

198 

2.0e-15 

70 

59 

lis globulin - oat >gi_472867_emb__CAA527 64_ (X74741) IIS 
globulin [Avena sativa] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291607 

LIB3059-013-Q1-K1-E2 

BLASTX 

g419803 

304 

8.0e-28 

111 

55 

zein protein - maize >gi_168705 
mays] 



(M72708) zein protein [Zea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291608 

LIB3059-013-Q1-K1-E7 

BLASTN 

g2668739 

109 

l.Oe-54 

173 

91 

Zea mays translation 
complete cds 



initiation factor G0S2 (TIF) mRNA, 



Seq. No. 


291609 


Seq. ID 


LIB3059-013- 


Method 


BLASTX 


NCBI GI 


g2982434 


BLAST score 


163 


E value 


2.0e-ll 


Match length 


92 


% identity 


34 


NCBI Description 


{AL022224) ] 


Seq. No. 


291610 


Seq. ID 


LIB3059-013 


Method 


BLASTX 


NCBI GI 


g629861 


BLAST score 


236 


E value 


4.0e-20 


Match length 


71 


% identity 


82 


NCBI Description 


zein Zdl, 1 



maize >gi__535020_emb_CAA47639_ (X67203) 



40585 



zein Zdl (19 kDa zein) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291611 

LIB3059-013-Q1-K1-H9 

BLASTN 

g3821780 

36 

l.Oe-10 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
291612 

LIB3059-014-Q1-K1-B7 

BLASTN 

g3892651 

353 

O.Oe+00 

379 

98 

Z.mays mRNA for putative MADS-domain transcription factor^ 
ZMM8 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291613 

LIB3059-014-Q1-K1-C12 

BLASTX 

gll3360 

247 

2.0e-25 

109 

61 

ALCOHOL DEHYDROGENASE 1 >gi_100652_pir JQ0474 alcohol 

dehydrogenase (EC 1.1.1.1) 1 - rice >gi_20165_einb_CAA34363_ 
{X16296) alcohol dehydrogenase 1 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291614 

LIB3059-014-Q1-K1-C3 

BLASTX 

g82696 

180 

l.Oe-13 

56 

66 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 

291615 

LIB3059-014-Q1-K1-D1 

BLASTX 

g2781345 

430 

2.0e-42 

127 

70 

{AC003113) F2401.2 [Arabidopsis thaliana] 



Seq. No. 



291616 



40586 



Seq. ID 


LIB3059-014 


Method 


BLASTX 


MCBI GI 


g3522946 


BLAST score 


333 


E value 


3-0e-31 


Match length 


101 


% identity 


57 


NCBI Description 


{AC004411) 


Seq. No. 


291617 


Seq, ID 


LIB3059-014 


Method 


BLASTX 


NCBI GI 


g2674203 


BLAST score 


187 


E value 


4.0e-14 


Match length 


63 


% identity 


67 


NCBI Description 


{AF036328) 



putative cytochrome P450 [Arabidopsis thaliana] 



[Arabidopsis thaliana] 



Seq* No. 


291618 


Seq, ID 


LIB3059-014-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


gl652892 


BLAST score 


265 


E value 


4.0e-23 


Match length 


81 


% identity 


59 


NCBI Description 


(D90909) ABC transporter [Synechocystis 


Seq. No. 


291619 


Seq. ID 


LIB3059-014-Q1-K1-G5 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


8.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


291620 


Seq. ID 


LIB3059-015-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g4335758 


BLAST score 


182 


E value 


2.0e-13 


Match length 


52 


% identity 


69 


NCBI Description 


(AC006284) unknown protein [Arabidopsis 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



291621 

LIB3059-015-Q1-K1-C1 

BLASTX 

g984525 

170 

5.0e-12 
74 



40587 



% identity 

NCBI Description 

Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50 

{U31541) DZS18 [2ea mays] 
291622 

LIB3059-015-Q1-K1-C7 

BLASTX 

g4455256 

402 

3.0e-39 

95 

73 

(AL035523) protein-methionine-S-oxide reductase 
[Arabidopsis thaliana] 



Seq. No. 


291623 


Seq. ID 


LIB3059-015-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g3757521 


BLAST score 


182 


E value 


2.0e-13 


Match length 


81 


% identity 


41 


NCBI Description 


(AC005167) unknown protein 


Seq. No. 


291624 


Seq. ID 


LIB3059-015-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g4454459 


BLAST score 


202 


E value 


l.Oe-15 


Match length 


49 


% identity 


80 


NCBI Description 


(AC006234) unknown protein 


Seq. No. 


291625 


Seq. ID 


LIB3059-015-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


gll71577 


BLAST score 


221 


E value 


5.0e-18 


Match length 


119 


% identity 


43 


NCBI Description 


(X95343) hypersensitivity- 


Seq. No. 


291626 


Seq. ID 


LIB3059-015-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g3201618 


BLAST score 


191 


E value 


4.0e-15 


Match length 


66 


% identity 


59 


NCBI Description 


(AC004669) Sop2p-like prot 


Seq. No. 


291627 


Seq. ID 


LIB3059-015-Q1-K1-F8 


Method 


BLASTX 



40588 




NCBI GI 


g4158230 


BLAST score 


331 


E value 


4.0e-31 


Match length 


92 


% identity 


73 


NCBI Description 


(Y18625) amylogenin [Triticum aestivum] 


Seq. No. 


291628 


Seq, ID 


LIB3059-015-Q1-K1-G5 


Method 


BLASTN 


NCBI GI 


gl68698 


BLAST score 


56 


E value 


4,0e-23 


Match length 


104 


% identity 


88 


NCBI Description 


Z.mays zein mRNA, complete cds 


Seq. No. 


291629 


Seq. ID 


LIB3059-015-Q1-K1-G8 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


l.Oe-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


291630 


Seq. ID 


LIB3059-016-Q1-K1-B3 


Method 


BLASTN 




al68702 


BLAST score 


44 


E value 


l.Oe-15 


Match length 


174 


% identity 


88 


NCBI Description 


Corn 22 kDa zein protein gene, complete cds 


Seq. No. 


291631 


Seq. ID 


LIB3059-016-Q1-K1-C11 


Method 


BLASTX 


NPRT GT 


al710236 


BLAST score 


252 


E value 


l.Oe-21 


Match length 


73 


% identity 


60 


NCBI Description 


(U79270) unknown [Homo sapiens] 


Seq. No. 


291632 


Seq. ID 


LIB3059-016-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g3334474 


BLAST score „ 


290 


E value 


2.0e-26 


Match length 


85 


% identity 


74 


NCBI Description 


OLEOSIN ZM-I {OLEOSIN 16 KD) (LIPID BODY-ASSOCIATED 



PROTEIN) (LIPID BODY-ASSOCIATED PROTEIN L3) 



40589 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1076817_pir S52029 oleosin 16 - maize >gi_687245 

(U13701) 16 kDa oleosin [Zea mays] 

291633 

LIB3059-016-Q1-K1-D3 

BLASTX 

g3395441 

181 

2.0e-13 

54 

56 

(AC004683) unknown protein [Arabidopsis thaliana] 
291634 

LIB3059-016-Q1-K1-G1 

BLASTX 

g2829910 

184 

l.Oe-13 

128 
38 

(AC002291) Unknown protein, contains regulator of 
chromosome condensation motifs [Arabidopsis thaliana] 



Seq. No. 


291635 


Seq, ID 


LIB3059-016 


Method 


BLASTX 


NCBI GI 


g4091117 


BLAST score 


278 


E value 


l.Oe-24 


Match length 


90 


% identity 


59 


NCBI Description 


(AF047428) 


Seq. No. 


291636 


Seq. ID 


LIB3059-017 


Method 


BLASTX 


NCBI GI 


gl41599 


BLAST score 


190 


E value 


l.Oe-14 


Match length 


65 


% identity 


65 


NCBI Description 


ZEIN-ALPHA 



PRECURSOR (19 KD) (CLONE 19A2) 



maize (fragment) 
[Zea mays] 



>gi_168670 (M12142) 19 kDa zein protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291637 

LIB3059-017-Q1-K1-C11 

BLASTX 

g3970823 

647 

5.0e-68 

121 

99 

(X17555) pyruvate decarboxylase [Zea mays] 



40590 



Seq. No. 


291638 


Seq, ID 


LIB305 9-017 -Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl362009 


BLAST score 


430 


E value 


2.0e-42 


Match length 


92 


% identity 


52 


NCBI Description 


ubiquitm-like protexn 7 - Arabiaopsis tnaixana 


Seq, No. 


291639 


Seq. ID 


LIB3059-017-Q1-K1-D9 


Method 


BLASTN 


NCRI GI 


g2832242 


BLAST score 


59 


E value 


l.Oe-24 


Match length 


180 


% identity 


73 


NCBI Description 


Zea mays 22-kDa alpha zein gene cluster^ complete sequence 


Seq. No. 


291640 


Seq. ID 


LIB3059-017-Q1-K1-E12 


Method 


BLASTX 




al68697 


BLAST score 


216 


E value 


l.Oe-17 


Match length 


90 


% identity 


28 


NCBI Description 


(M60835) zein [Zea mays] 


Seq. No. 


291641 


Seq. ID 


LIB3059-017-Q1-K1-E7 


Method 


BLASTX 


KIPRT GT 


g2832246 


BLAST score 


184 


E value 


l.Oe-13 


Match length 


49 


% identity 


80 


NCBI Description 


(AF031569) 22-kDa alpha zein 8 [Zea mays] 


Seq. No. 


291642 


Seq. ID 


LIB3059-017-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g2982259 




140 


E value 


4.0e-09 


Match length 


50 


% identity 


52 


NCBI Description 


(AF051212) probable 60s ribosomal protein L13a [Picea 




mariana] 


Seq. No. 


291643 


Seq. ID 


LIB3059-017-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g3747050 


BLAST score 


391 


E value 


6.0e-38 



40591 



Match length 84 
% identity 93 

NCBI Description (AF093540) ribosomai protein L26 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291644 

LIB3059-017-Q1-K1-H1 

BLASTX 

g4580389 

200 

l.Oe-15 

69 

52 

(AC007171) unknown protein [Arabidopsis thaliana] 
291645 

LIB3059-017-Q1-K1-H9 

BLASTN 

gl68704 

177 

4.0€-95 

213 

97 

Zea mays zein protein gene^ complete cds 
291646 

LIB3059-018-Q1-K1-A11 

BLASTX 

gl41600 

181 

2.0e-13 

103 

43 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19B1) 

>gi_72315_pir ZIZMBl 19K zein precursor (clone cZ19Bl) - 

maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 

291647 

LIB3059-018-Q1-K1-B10 

BLASTN 

g902583 

147 

4.0e-77 

223 

53 

Zea mays clone MubGl ubiquitin gene, complete cds 
291648 

LIB3059-018-Q1-K1-C5 

BLASTX 

g421960 

183 

l.Oe-13 

42 

86 

small nuclear ribonucleoprotein U2B' ' - potato >gi_169589 
{M72892) spliceosomal protein [Solanum tuberosum] 



40592 



Seq. No. 


291649 


Seq. ID 


LIB3059-018-Q1-K1-C5 


Method 


BLASTN 


NCBI GI 


g22516 


BLAST score 


124 


E value 


3-0e-63 


Match length 


156 


% identity 


95 


NCBI Description 


Maize Zc2 gene for zem Zcz (^b ku giutexm 


Seq. No. 


291650 


Seq. ID 


LIB3059-018-Q1-K1-C9 


Method 


BLASTN 


NCBI GI 


g6012171 


BLAST score 


35 


E value 


3.0e-10 


Match length 


71 


% identity 


87 


NCBI Description 


Hordeum vulgare luRNA for vacuolar membrane 


proton-translocating inorganic pyrophosphat 


Seq. No. 


291651 


Seq. ID 


LIB3059-018-Q1-K1-D2 


Method 


BLASTX 


NPRT GI 


gl053059 


BLAST score 


193 


E value 


3.0e-15 


Match length 


44 


% identity 


84 


NCBI Description 


(U38423) histone H3 [Triticum aestivum] 


Seq. No. 


291652 


Seq- ID 


LIB3059-018-Q1-K1-D6 


Method 


BLASTN 


NCBI GI 


gl68696 


BLAST score 


44 


E value 


l,0e-15 


Match length 


116 


% identity 


87 


NCBI Description 


Z.mays zein mRNA, 3' end 


Seq. No. 


291653 


Seq. ID 


LIB3059-018-Q1-K1-D9 


Method 


BLASTX 


NCRT GT 


gl68701 


BLAST score 


217 


E value 


l.Oe-17 


Match length 


107 


% identity 


48 


NCBI Description 


(M6Q837) zein [Zea mays] 


Seq. No. 


291654 


Seq. ID 


LIB3059-018-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g3461848 


BLAST score 


168 


E value 


2.0e-12 



40593 



Match length 56 
% identity 61 

NCBI Description (AC005315) putative ATPase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291655 

LIB3059-018-Q1-K1-F6 

BLASTX 

gl68699 

314 

6.0e-29 

96 

67 

(M60836) zein [Zea mays] 
291656 

LIB3059-018-Q1-K1-G9 

BLASTN 

g2062705 

36 

6.0e-ll 

36 

100 

Human butyrophilin (BTF5) 



mRNA, complete cds 



291657 

LIB3059-018-Q1-K1-H1 

BLASTX 

gll84774 

159 

4.0e-ll 

87 

47 

(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 

291658 

LIB3059-019-Q1-K1-A3 

BLASTX 

gl352316 

339 

8.0e-32 
99 
71 

DRl PROTEIN HOMOLOG >gi_633026_dbj_BAA07288_ 
[Arabidopsis thaliana] 

291659 

LIB3059-019-Q1-K1-A8 
BLASTX 
g2832243 
385 

3.0e-37 

123 
65 

(AF031569) 22-kDa alpha zein 4 



(D3811G) Drl 



[Zea mays] 



Seq. No. 



291660 



40594 



11 



Seq. ID 


LIB3059-019 


Method 


BLASTX 


NCBI GI 


g3163946 


BLAST score 


593 


E value 


l.Oe-61 


Match length 


113 


% identity 


98 


NCBI Description 


(AJ005599) 


Seq, No. 


291661 


Seq. ID 


LIB3059-019 


Method 


BLASTX 


NCBI GI 


gl41597 


BLAST score 


251 


E value 


6.0e-37 


Match length 


127 


% identity 


65 


NCBI Description 


ZEIN-ALPHA 



alpha-tubulin 1 [Eleusine indica] 



-D4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_7 231 4_pir Z I ZM3 

>gi_2 254 5_emb_CAA2 4728 
[Zea mays] 



(19 KD) (CLONE A30) 

19K zein precursor (clone A30) - maize 
(V01481) reading frame zein [2] 



291662 

LIB3059-019-Q1-K1-E5 

BLASTX 

gl41617 

491 

l.Oe-49 

119 

80 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZCl) 

>gi__100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi__168666 (M16460) 16-kDa zein protein [Zea mays] 

291663 

LIB3059-019-Q1-K1-F4 

BLASTX 

g72307 

458 

8.0e-46 

122 

79 

22K zein precursor (clone pZ22.3) - maize >gi_168686 
(J01246) 26.99 kd zein protein [Zea mays] 

291664 

LIB3059-019-Q1-K1-F6 

BLASTX 

g464705 

146 

3.0e-09 

77 

48 

40S RIBOSOMAL PROTEIN S13 >gi_4 19802_pir S30146 ribosomal 

protein S13.e - maize >gi_288059_emb__CAA44311_ (X62455) 



40595 



cytoplasmatic ribosomal protein S13 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



291665 

LIB3059-019-Q1-K1-G1 

BLASTX 

g3294467 

281 

2.0e-35 

131 

61 

(U89341) phosphoglucomutase 1 



[Zea mays] 



291666 

LIB3059-019-Q1-K1-G5 

BLASTX 

g3150404 

475 

9.0e-48 

142 

65 

(AC004165) putative mitochondrial carrier protein 
[Arabidopsis thaliana] 

291667 

LIB3059-020-Q1-K1-B2 

BLASTX 

gl41613 

173 

2.0e-12 

78 

51 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONES PZ22.1 AND 22A1) 

>gi__72305_pir ZIZM21 22K zein precursor (clone pZ22.1) - 

maize >gi_22532_emb_CAA24725_ (V01478) zein [Zea mays] 

291668 

LIB3059-020-Q1-K1-C2 

BLASTX 

gll3621 

687 

l.Oe-72 

131 

100 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68196_pir ^ADZM f ructose-bisphosphate aldolase (EC 

4,1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 

291669 

LIB3059-020-Q1-K1-C4 

BLASTX 

g3337367 

351 

3.0e-33 
141 



40596 



% identity 45 

NCBI Description {AC004481) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291670 

LIB3059-020-Q1-K1-C6 

BLASTN 

gl68696 

40 

4,0e-13 

40 

100 

Z.mays zein mRNA, 3' end 



oeq . iNO • 




Seq. ID 


LIB3059-020-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g468516 


BLAST score 


399 


E value 


8.0e-39 


Match length 


112 


% identity 


75 


NCBI Description 


(X55724) zein [Zea mays] 


beq. NO. 


291672 


Seq. ID 


LIB3059-020-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g3935167 


BLAST score 


143 


E value 


5.0e-10 


Match length 


60 


% identity 


65 


NCBI Description 


(AC004557) F17L21.10 [Arabidopsis thaliana] 


Seq. No. 


291673 


Seq. ID 


LIB3059-020-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


gl68703 


BLAST score 


238 


E value 


5.0e-20 


Match length 


64 


% identity 


80 


NCBI Description 


{M86591) 22 kDa zein protein [Zea mays] 


Seq. No* 


291674 


Seq. ID 


LIB3059-020-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g2618689 


BLAST score 


674 


E value 


4.0e-71 


Match length 


146 


% identity 


86 


NCBI Description 


(AC002510) unknown protein [Arabidopsis thai 



Seq. No 
Seq. ID 
Method 
NCBI GI 



291675 

LIB3059-020-Q1-K1-H10 

BLASTX 

gl68699 



40597 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq* No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



452 

4.0e-45 

96 
97 

(M60836) 



zein [Zea mays] 



291676 

LIB3059-020-Q1-K1-H12 

BLASTN 

g4185305 

55 

4.0e-22 

60 

56 

Zea mays cosmid IV.lEl 22-kDa alpha zein protein 21 
(sz22-21) gene^ complete cds; retrotransposon Opie-2 gag 

and copia protein genes, complete 





protein, poiyprotein. 




cds; and unknown genes 


Seq. No. 


291677 


Seq. ID 


LIB3059-021-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g4176420 


BLAST score 


213 


E value 


3.0e-20 


Match length 


78 


% identity 


62 


NCBI Description 


{ AB 0 0 8 0 9 7 ) cytochrome 


Seq. No. 


291678 


Seq. ID 


LIB3059-021-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


gl41600 


BLAST score 


201 


E value 


7.0e-16 


Match length 


68 


% identity 


65 


NCBI Description 


ZEIN- ALPHA PRECURSOR ( 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



KD) (CLONE 19B1) 

>gi_72315_pir ZIZMBl 19K zein precursor (clone cZ19Bl) 

maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 

291679 

LIB3059-021-Q1-K1-E11 

BLASTX 

gl41613 

308 

3.0e-28 

104 

65 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONES PZ22.1 AND 22A1) 

>gi_72305_pir ZIZM21 22K zein precursor (clone pZ22.1) 

maize >gi_22532_emb_CAA24725_ (V01478) zein [Zea mays] 

291680 

LIB3059-021-Q1-K1-E12 

BLASTX 

gl705733 



40598 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



398 

9.0e-39 

112 
66 

CALCIUM-DEPENDENT PROTEIN KINASE, ISOFORM 1 (CDPK 1) 

>gi 542156_pir JC1515 calcium-dependent protein kinase (EC 

2.771.-) - rice >gi_435466_dbj_BAA02698_ (D13436) 
calcium-dependent protein kinase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291681 

LIB3059-021-Q1-K1-F1 

BLASTN 

gl778148 

204 

l.Oe-111 

220 

98 

Zea mays plastid phosphate/phosphoenolpyruvate translocator 
precursor (MZPPT4) mRNA, complete cds 



Seq. No. 


291682 


Seq. ID 


LIB3059-021-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g3548810 


BLAST score 


ICC 

155 


E value 


l.Oe-10 


Match length 


91 


%. identity 


38 


NCBI Description 


(AC005313) putative chloroplast nucleoid DNA 




protein [Arabidopsis thaliana] 


Seq. No. 


291683 


Seq. ID 


LIB3059-021-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g2832643 


BLAST score 


217 


E value 


2,0e-17 


Match length 


80 


% identity 


56 


NCBI Description 


{AL021710) hypothetical protein [Arabidopsis 


Seq. No. 


291684 


Seq. ID 


LIB3059-022-Q1-K1-A1 


Method 


BLASTN 


NCBI GI 


g22292 


BLAST score 


42 


E value 


8.0e-15 


Match length 


142 


% identity 


83 


NCBI Description 


Z.mays mRNA for glycine-rich protein 


Seq. No. 


291685 


Seq. ID 


LIB3059-022-Q1-K1-B2 


Method 


BLASTN 


NCBI GI 


g22326 


BLAST score 


40 


E value 


l.Oe-13 



40599 



Match length 84 
% identity 88 

NCBI Description Z.mays gene for Hageman factor inhibitor 



Seq. No. 291686 

Seq. ID LIB3059-022-Q1-K1-B8 

Method BLASTX 

NCBI GI gl36063 

BLAST score 147 

E value 2.0e-12 

Match length 68 

% identity 65 

NCBI Description TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi 68426_pir ISZMT triose-phosphate isomerase (EC 

5.371.1) - maize >gi_168647 (L00371) triosephosphate 
isomerase 1 [Zea mays] >gi_217 974_dbj__BAA00009_ (D00012) 
triosephosphate isomerase [Zea mays] 



Seq. No. 
Seq. ID 


291687 

LIB3059-022-Q1-K1-C6 


Method 


BLASTN 


NCBI GI 


g22445 


BLAST score 


86 


E value 


l.Oe-40 


Match length 


231 


% identity 

NCBI Description 


92 

Zea mays ZMPMSl gene for 19 kDa zein protein 


Seq. No. 
Seq. ID 


291688 

LIB3059-022-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


gl737492 


BLAST score 


229 


E value 


3.0e-25 


Match length 


105 


% identity 

NCBI Description 


66 

(U81318) poly (A) -binding protein [Triticum ae 


Seq. No. 
Seq. ID 


291689 

LIB3059-022-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g72307 


BLAST score 


255 


E value 


4.0e-22 


Match length 


107 


% identity 

NCBI Description 


60 

22K zein precursor (clone pZ22.3) - maize >gi 
(J01246) 26.99 kd zein protein [Zea mays] 



stivum] 



Seq. No. 291690 

Seq. ID LIB3059-022-Q1-K1-D5 

Method BLASTX 

NCBI GI g3927825 

BLAST score 187 

E value 7.0e-29 

Match length 108 

% identity 73 



40600 



NCBI Description 



(AC005727) putative dTDP-glucose 4-6-dehyciratase 
[Arabidopsis thaliana] 



Seq. No, 


291691 


Seq. ID 


LIB3059-022-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


gl41615 


BLAST score 


184 


E value 


l.Oe-18 


Match length 


81 


% identity 


77 


NCBI Description 


ZEIN-ALPHA PRECURSOR (22 


>gi 22536 enib__CAA24727_ 


Seq. No, 


291692 


Seq. ID 


LIB3059-022-Q1-K1-E9 


Method 


BLASTN 


NCBI GI 


gl68677 


BLAST score 


69 


E value 


2. Oe-30 


Match length 


97 


% identity 


93 


NCBI Description 


Maize 19 kDa zein mRNA, ( 


Seq. No. 


291693 


Seq. ID 


LIB3059-022-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


gl68701 


BLAST score 


258 


E value 


2.0e-22 


Match length 


94 


% identity 


62 


NCBI Description 


(M60837) zein [Zea mays] 


Seq. No, 


291694 


Seq. ID 


LIB3059-022-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g419803 


BLAST score 


306 


E value 


4.0e-28 


Match length 


88 


% identity 


67 


NCBI Description 


zein protein - maize >gi 



(CLONE PZ22.3) 



(M72708) zein protein [Zea 



mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291695 

LIB3059-022-Q1-K1-G1 

BLASTX 

g451193 

179 

3.0e-13 

62 

61 

{L28008) wali7 [Triticum aestivum] 

>gi_1090845__prf 2019486B wali7 gene [Triticum aestivum] 



Seq, No. 



291696 



40601 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3059-022-Q1-K1-G3 

BLASTX 

g4558564 

174 

l.Oe-12 

101 

39 

(AC007138) predicted protein of unknown function 
[Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291697 

LIB3059-022-Q1-K1-G5 

BLASTN 

g2665839 

33 

2.0e-09 

61 

89 

Zea mays putative histone deacetylase RPD3 mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291698 

LIB3059-022-Q1-K1-H3 

BLASTX 

g224970 

219 

6.0e-18 

49 

90 

heat shock protein hsp70 



[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291699 

LIB3059-023-Q1-K1-A12 

BLASTX 

g419803 

154 

2.0e-10 

53 

60 

zein protein - maize >gi_168705 
mays] 



(M72708) zein protein [Zea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291700 

LIB3059-023-Q1-K1-G2 

BLASTX 

g2253411 

252 

l.Oe-21 

99 

43 

(AF007219) PP2A inhibitor [Tetraodon fluviatilis] 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



291701 

LIB3059-023-Q1-K1-G5 

BLASTX 

g4056487 

543 



40602 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length- 

% identity 

NCBI Description 



9.0e-56 

128 

83 

(AC005896) 



hypothetical protein [Arabidopsis thaliana] 



291702 

LIB3059-023-Q1-K1-H12 

BLASTX 

gl41604 

379 

l.Oe-36 

106 
75 

ZEIN-ALPHA PRECURSOR (19 KD) {CLONE 19C1) 

>gi_72310__pir ZIZM91 19K zein precursor (clone cZ19Cl) ■ 

maize >gi_168678 (M12146) 19 kDa zein protein [Zea mays] 



Seq. No. 


291703 




Seq. ID 


LIB3059-023-Q1 


-K1-H4 


Method 


BLASTX 




NCBI GI 


gl68699 




BLAST score 


624 




E value 


3.0e-65 




Match length 


142 




% identity 


92 


[Zea mays] 


NCBI Description 


(M60836) zein 


Seq. No. 


291704 




Seq. ID 


LIB3059-024-Q1 


-K1-A3 


Method 


BLASTX 




NCBI GI 


g629861 




BLAST score 


174 




E value 


7.0e-13 




Match length 


63 




% identity 


59 




NCBI Description 


zein Zdl, 19K 


- maize >gi 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



zein Zdl (19 kDa zein) [Zea mays] 
291705 

LIB3059-024-Q1-K1-B2 

BLASTX 

g266398 

451 

5.0e-45 

102 

77 

TRYPSIN/ FACTOR XI lA INHIBITOR PRECURSOR (HAGEMAN FACTOR 

INHIBITOR) (CHFI) >gi_6884 9_pir TIZMl trypsin/f actor Xlla 

inhibitor precursor - maize >gi_22327_emb_CAA37998_ 
(X54064) corn Hageman factor inhibitor [Zea mays] 

291706 

LIB3059-024-Q1-K1-B9 

BLASTN 

gl68681 

45 

2.06-16 



40603 




Match length 53 
% identity 96 

NCBI Description Maize 19 kDa zein mRNA, clone cZ19Dl, complete cds. 

>gi 270686_gb_I03333_ Sequence 8 from Patent US 



Seq. No. 291707 

Seq. ID LIB3059-024-Q1-K1-C6 

Method BLASTX 

NCBI GI gl41614 

BLAST score 175 

E value 2.0e-19 

Match length 102 

% identity 65 

NCBI Description ZEIN-ALPHA PRECURSOR (22 KD) (CLONE ZAl OR Ml) 

>gi 82662_pir B22831 22K zein precursor (clone Ml) - maize 

>gi~22527_emb_CAA24722_ (V01475) reading frame zein [Zea 
mays] >gi_224510_prf 1107201D zein Ml [Zea mays] 

291708 

LIB3059-024-Q1-K1-E5 
BLASTX 
gl35060 
347 

9.0e-33 
68 
97 

SUCROSE SYNTHASE 1 (SUCROSE-UDP GLUCOSYLTRANSFERASE 1) 

(SHRUNKEN-1) >gi_66570_pir YUZMS sucrose synthase (EC 

2.4.1.13) - maize >gi_22486_emb_CAA26247_ (X02400) sucrose 
synthase [Zea mays] >gi_22488_emb_CAA26229_ (X02382) 
sucrose synthase [Zea mays] 

291709 

LIB3059-024-Q1-K1-F4 
BLASTX 
gl26066 
449 

9.0e-45 

126 
76 

L-LACTATE DEHYDROGENASE (LDH) >gi_82704__pir S22492 

L-lactate dehydrogenase (EC 1.1.1.27) chain Ldhl - maize 
>gi_22353_emb_CAA77808_ (Z11754) lactate dehydrogenase [Zea 
mays] 

Seq. No. 291710 

Seq. ID LIB3059-024-Q1-K1-F8 

Method BLASTX 

NCBI GI g2118425 

BLAST score 241 

E value 2.0e-20 

Match length 73 

% identity 64 

NCBI Description subtilisin/chymotrypsin inhibitor - maize 

>gi_475253_emb_CAA55588_ (X78988) proteinase inhibitor [Zea 
mays] >gi_475922_emb_CAA49593_ (X69972) proteinase 
inhibitor [Zea mays] >gi_559538_emb_CAA57 677_ (X82187) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40604 



Slabs tilin /chymotrypsin-like inhibitor [Zea mays] 



Seq. No. 


291711 


Seq. ID 


LIB3059-024-Q1-K1-H12 




BLASTX 


NCBI GI 


gl947086 


BLAST score 


163 


E value 


3.0e-ll 


Match length 


40 


% identity 


65 


NCBI Description 


(U88368) inositol (1, 3, 4, 5) tetrakisphospha 




scrofa] 


Seq. No. 


291712 


Seq. ID 


LIB3059-025-Q1-K1-A5 


Method 


BLASTN 


NCBI GI 


gl68704 


BLAST score 


80 


E value 


4.0e-37 


Match length 


105 


% identity 


95 


NCBI Description 


Zea mays zein protein gene, complete cds 


Seq. No. 


291713 


oeq. ±u 




Method 


BLASTX 


NCBI GI 


gl421730 


BLAST score 


176 


E value 


6,0e-13 


Match length 


57 


% identity 


58 


NCBI Description 


(U43082) RF2 [Zea mays] 


Seq. No. 


291714 


C/arr TO 


LIB3059-025-O1-K1-B3 


Method 


BLASTX 


NCBI GI 


g4220524 


BLAST score 


143 


E value 


8.0e-09 


Match length 


71 


% identity 


41 


NCBI Description 


(AL035356) putative protein [Arabidopsis 


Seq. No. 


291715 


Seq. ID 


LIB3059-025-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g266398 


BLAST score 


350 


E value 


3.0e-33 


Match length 


97 


% identity 


66 


NCBI Description 


TRYPS IN/FACTOR XIIA INHIBITOR PRECURSOR 



[Sus 



(HAGEMAN FACTOR 

INHIBITOR) (CHFI) >gi_6884 9_pir TIZMl trypsin/f actor Xlla 

inhibitor precursor - maize >gi_22327_emb_CAA37 998_ 
(X54064) corn Hageman factor inhibitor [Zea mays] 



Seq. No. 



291716 



40605 




Seq. ID LIB3059-025-Q1-K1-F11 

Method BLASTN 

NCBI GI g22516 

BLAST score 51 

E value l.Oe-19 

Match length 119 

% identity 86 

NCBI Description Maize Zc2 gene for zein Zc2 (28 kD glutelxn-2) 

Seq. No. 291717 

Seq, ID LIB3059-025-Q1-K1-G5 

Method BLASTX 

NCBI GI g508545 

BLAST score 417 

E value 6 . Oe-41 

Match length 124 

% identity 70 

NCBI Description (L34340) zein [Zea mays] 

Seq. No. 291718 

Seq. ID LIB3059-026-Q1-K1-A9 

Method BLASTX 

NCBI GI g2662343 

BLAST score 212 

E value 3.0e-18 

Match length 105 

% identity 56 

NCBI Description {D63581) EF-1 alpha [Oryza sativa] 

Seq. No. 291719 

Seq. ID LIB3059-026-Q1-K1-B12 

Method BLASTX 

NCBI GI g3024018 

BLAST score 460 

E value 5.0e-4 6 

Match length 128 

% identity 73 

NCBI Description INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 

>gi_1546919_erab_CAA69225_ (Y07920) translation initiation 
factor 5A [Zea mays] >gi_2668738 (AF034943) translation 
initiation factor 5A [Zea mays] 



Seq. No. 291720 

Seq. ID LIB3059-026-Q1-K1-B9 

Method BLASTX 

NCBI GI gl6073 

BLAST score 14 6 

E value l.Oe-09 

Match length 62 

% identity 63 

NCBI Description (X59526) zein protein [Acetabularia mediterranea] 



Seq. No. 291721 

Seq. ID LIB3059-026-Q1-K1-C11 

Method BLASTX 

NCBI GI g2499488 

BLAST score 165 



40606 



E value 
Match length 
% identity 
NCBI Description 



2.0e-ll 

80 

44 

PYROPHOSPHATE— FRUCTOSE 6-PHOSPHATE 1- PHOSPHOTRANSFERASE 
ALPHA SUBUNIT (PFP) ( 6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE)) 
(PYROPHOSPHATE-DEPENDENT 6-PHOSPHOFRUCTOSE-l-KINASE) 
(PPI-PFK) >gi_483547_emb__CAA83682_ (Z32849) 
pyrophosphate-dependent phosphofructokinase alpha subunit 
[Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291722 

LIB3059-026-Q1-K1-C5 

BLASTX 

g629861 

262 

5.0e-23 

64 

81 

zein Zdl, 19K - maize >gi_535020_emb_CAA47639_ 
zein Zdl (19 kDa zein) [Zea mays] 



{X67203) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291723 

LIB3059-026-Q1-K1-C6 

BLASTX 

gl22007 

196 

3.0e-15 

39 

97 

HISTONE H2A >gi_100161_pir S11498 histone H2A - parsley 

>gi_20448_emb_CAA37828_ {X53831) H2A histone protein (AA 1 
- 149) [Petroselinum crispum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291724 

LIB3059-026-Q1-K1-C9 

BLASTX 

gl41610 

303 

l.Oe-27 

106 

64 

ZEIN-ALPHA PRECURSOR 



(CLONE Z4) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291725 

LIB3059-026-Q1-K1-D1 

BLASTX 

gl351904 

315 

3.0e-29 

96 

67 

ASPARTOKINASE 1 / HOMOSERINE DEHYDROGENASE 
PRECURSOR (AK-HSDH 1) (AKHSDHl) >gi 500851 



1 CHLOROPLAST 
(L33912) 



aspartate kinase-homoserine dehydrogenase [Zea mays] 



Seq. No. 
Seq. ID 



291726 

LIB3059-026-Q1-K1-D9 



40607 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl41607 

164 

l.Oe-11 

88 
45 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE PZ19.1) 

>gi_22521_einb_CAA24718_ {V01471) zein [Zea mays] >gi_168672 
(J01244) zein 19 kd protein (partial) [Zea mays] 



291727 

LIB3059-026-Q1-K1-E11 

BLASTX 

gl21472 

392 

4.0e-38 

94 

81 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi__22289_emb_CAA26149_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 

mays] >gi_168485 {M16066) glutelin-2 [Zea mays] 

291728 

LIB3059-026-Q1-K1-F3 

BLASTX 

g3335351 

265 

2.0e-23 

93 

58 

(AC004512) Similar to ERECTA receptor protein kinase 
gb_D83257 from A. thaliana. ESTs gb_T41629 and gb_AA586072 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 291729 

Seq. ID LIB3059-026-Q1-K1-G1 

Method BLASTX 

NCBI GI g2668742 

BLAST score 215 

E value 2.0e-17 

Match length 63 

% identity 71 

NCBI Description . (AF034 945) glycine-rich RNA binding protein [Zea mays] 

Seq. No. 291730 

Seq. ID LIB3059-026-Q1-K1-G11 

Method BLASTX 

NCBI GI g2224915 

BLAST score 325 

E value 3.0e-30 

Match length 108 

% identity 57 

NCBI Description (U95 968) beta-expansin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40608 




Seq. No. 291731 

Seq. ID LIB3059-026-Q1-K1-G7 

Method BLASTX 

NCBI GI g3136057 

BLAST score 210 

E value 7.0e-17 

Match length 71 

% identity 51 

NCBI Description {AL023592) actin-like 




protein [Schizosaccharomyces pombe] 



Seq. No. 291732 

Seq. ID LIB3059-026-Q1-K1-H11 

Method BLASTX 

NCBI GI g72307 

BLAST score 244 

E value 6.0e-21 

Match length 101 

% identity 55 

NCBI Description 22K zein precursor (clone pZ22.3) - maize >gi_168686 
(J01246) 26.99 kd zein protein [Zea mays] 



Seq. No. 


291733 


Seq. ID 


LIB3059-026-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g3953595 


BLAST score 


196 


E value 


3.0e-15 


Match length 


75 


% identity 


53 


NCBI Description 


(AB008486) response regulator 3 [Arabidopsis thaliana] 


Seq. No. 


291734 


Seq. ID 


LIB3059-026-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


gl68703 


BLAST score 


177 


E value 


5.0e-13 


Match length 


50 


% identity 


72 


NCBI Description 


(M86591) 22 kDa zein protein [Zea mays] 


Seq. No. 


291735 


Seq. ID 


LIB3059-027-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g4325324 


BLAST score 


235 


E value 


l.Oe-19 


Match length 


73 


% identity 


62 


NCBI Description 


(AF125574) lysyl-tRNA synthetase; LysRS [Arabidopsis 



thaliana] 



Seq. No. 291736 

Seq. ID LIB3059-027-Q1-K1-C3 

Method BLASTX 

NCBI GI g2149051 

BLAST score 269 



40609 



E value 
Match length 
% identity 
NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



l.Oe-23 

86 

62 

(U73810) small Ras-like GTP-binding protein [Arabidopsis 
thaliana] 

291737 

LIB3059-027-Q1-K1-D1 

BLASTX 

g82696 

152 

2.0e-12 

83 

52 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 

291738 

LIB3059-027-Q1-K1-E8 

BLASTX 

g3122753 

222 

3.0e-18 

82 
55 

60S RIBOSOMAL PROTEIN L44 >gi_2244789_emb_CAB10211 . 1_ 
(Z97336) ribosomal protein [Arabidopsis thaliana] 

291739 

LIB3059-027-Q1-K1-F5 

BLASTX 

gl41599 

346 

l.Oe-32 

102 

71 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19A2) 

>gi_72316_pir ZIZMA2 19K zein precursor (clone cZ19A2) - 

maize (fragment) >gi_168670 (M12142) 19 kDa zein protein 
[Zea mays] 

291740 

LIB3059-027-Q1-K1-G1 

BLASTN 

g4185305 

43 

4.0e-15 

227 

80 

Zea mays cosmid IV.lEl 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 

291741 

LIB3059-027-Q1-K1-G7 
BLASTN 



40610 






NCBI GI 


g4416300 










E value 


5.0e-99 




Match length 


289 




% identity 


46 




NCBI Description 


2ea mays c\iicom.osom.e 4 22 kDa zein-associated intercluster 






region, complete sequence 




Seq, No. 


291742 




Seq. ID 


LIB3059-027-Q1-K1-H9 




Method 


BLASTN 




JnCBI bl 


gzoozz4z 




BLAST score 


123 




E value 


l.Oe-62 




Match length 


327 




% identity 


10 




NCBI Description 


Zea mays 22-kDa alpha zein gene cluster, complete sequence 




Seq. No, 


291743 




Seq. ID 


LIB3059-028-Q1-K1-A7 




Method 


BLASTX 






g-^zzio 




BLAST score 


256 




E value 


4.0e-22 




Match length 


112 




% identity 


52 


■a 


NCBI Description 


(X55722) 22kD zein [Zea mays] 


L_i 


Seq. No, 


291744 




Seq. ID 


LIB3059-028-Q1-K1-B7 




Method 


BLASTX 






gloo /UI 




BLAST score 


322 




E value 


6.0e-30 


fl 


Match length 


95 




% identity 


68 




NCBI Description 


(M60837) zein [Zea mays] 




Seq. No. 


291745 




Seq. ID 


LIB3059-028-Q1-K1-D2 




Method 


BLASTX 




NOBX bl 


glODOzz J 




BLAST score 


196 




E value 


2.0e-16 




Match length 


82 




% identity 


59 




NCBI Description 


(Y08301) MCM2-related protein [Arabidopsis thaliana] 




Seq. No. 


291746 




Seq. ID 


LIB3059-028-Q1-K1-G9 




Method 


BLASTX 




NCBI GI 


gl22087 




BLAST score 


508 




E value 


l.Oe-51 




Match length 


121 




% identity 


85 




NCBI Description 


HISTONE H3 >gi 81849 pir S04520 histone H3 (clone pH3c~l) 



40611 



- alfalfa >gi_82609_pir^A26014 histone H3 - wheat 
>gi_19607_emb_CAA31964_ (X13673) histone H3 (AA 1-136) 
[Medicago sativa] >gi_19609_einb_CAA31965_ (X13674) histone 
H3 (AA 1-136) [Medicago sativa] >gi_21797_einb_CAA25451_ 
(X00937) H3 histone [Triticum aestivum] >gi_488565 (U09459) 
histone H3.1 [Medicago sativa] >gi_2565419 (AF026803) 
histone H3 [Onobrychis viciifolia] 



Seq. No. 


291747 


Seq. ID 


LIB3059-028-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g2293566 


BLAST score 


202 


E value 


6.0e-16 


Match length 


61 


% identity 


72 


NCBI Description 


(AF012896) ADP-ribosylation factor 1 


Seq. No. 


291748 


Seq. ID 


LIB3059-029-Q1-K1-B11 


Method ~ 


BLASTX 


NCBI GI 


gl23378 


BLAST score 


220 


E value 


2.0e-18 


Match length 


52 


% identity 


85 


NCBI Description 


DNA-BINDING PROTEIN MNBIB (HMGl-LIKE 




>gi_100886_pir S16670 high mobility 



[Oryza sativa] 



>gi_539G62__pir B47150 DNA-binding protein MNBlb - maize 

>gi_22329_einb_CAA41220_ {X58282) high mobility group 
protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291749 

LIB3059-029-Q1-K1-B2 

BLASTX 

gll9150 

329 

5.0e-36 

105 

76 

ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) 

>gi_82081_pir S10507 translation elongation factor eEF-1 

alpha chain - tomato >gi_19273_emb_CAA32618_ (X14449) EF 
1-alpha (AA 1-4 48) [Lycopersicon esculentum] 
>gi_295810_einb_CAA37212_ (X53043) elongation factor 1-alpha 
[Lycopersicon esculentum] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291750 

LIB3059-029-Q1-K1-B3 

BLASTX 

g3309583 

251 

l.Oe-21 

101 

56 

(AF073830) fructose- 6-phosphate 
2-kinase/fructose-2, 6-bisphosphatase 



[Solanum tuberosum] 



40612 



(I 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291751 

LIB3059-029-Q1-K1-C4 

BLASTX 

g231654 

164 

2.0e-ll 

79 

46 

BRITTLE-1 PROTEIN PRECURSOR >gi_82676_pir JQ1459 Btl 

protein precursor - maize >gi_168426 (M79333) brittle-1 
protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291752 

LIB3059-029-Q1-K1-D9 

BLASTX 

g266398 

414 

l.Oe-40 

96 

76 

TRYPSIN/FACTOR XIIA INHIBITOR PRECURSOR (HAGSMAN FACTOR 

INHIBITOR) (CHFI) >gi_68849_pir TIZMl trypsin/factor Xlla 

inhibitor precursor - maize >gi_22327_emb_CAA37998_ 
(X54064) corn Hageman factor inhibitor [2ea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



291753 

LIB3059-029-Q1-K1-E2 

BLASTX 

gl41605 

269 

l.Oe-23 

74 

72 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) • 

maize >gi_168680 (M12145) 19 kDa 2ein protein [Zea mays] 

291754 

LIB3059-029-Q1-K1-F6 

BLASTX 

g82696 

141 

9.0e-09 

59 

53 

glycine-rich protein - maize >gi_22293_emb_CAA43431__ 
{X61121) glycine-rich protein [Zea mays] 

291755 

LIB3059-029-Q1-K1-G1 

BLASTX 

g4432825 

269 

l.Oe-23 

100 

58 



40613 



NCBI Description {AC006593) putative S0P2p protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

MetTiod 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291756 

LIB3059-029-Q1-K1-G7 

BLASTX 

g3334474 

190 

8.0e-15 

64 

64 

OLEOSIN ZM-I (OLEOSIN 16 KD) (LIPID BODY-ASSOCIATED MAJOR 
PROTEIN) (LIPID BODY-ASSOCIATED PROTEIN L3) 

>gi_1076817_pir S52029 oleosin 16 - maize >gi_687245 

(U13701) 16 kDa oleosin [2ea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291757 

LIB3059-029-Q1-K1-H10 

BLASTX 

g82696 

202 

4.0e-21 

73 

78 

glycine-rich protein - maize >gi_22293_enib_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 



Seq. No. 


291758 


Seq. ID 


LIB3059-029-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g2832683 


BLAST score 


171 


E value 


2.0e-12 


Match length 


99 


% identity 


38 


NCBI Description 


(AL021712) putative protein [Arabidop; 


Seq. No. 


291759 


Seq. ID 


LIB3059-030-Q1-K1-A11 


Method 


BLASTN 


NCBI GI 


gl68681 


BLAST score 


72 


E value 


3.0e-32 


Match length 


148 


% identity 


87 


NCBI Description 


Maize 19 kDa zein mRNA, clone cZ19Dl, 




>gi_270686_gb_I03333_ Sequence 8 from 


Seq. No. 


291760 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



complete cds. 
Patent US 



LIB3059-030-Q1-K1-B12 

BLASTN 

g2811133 

54 

l.Oe-21 

66 

95 

Zea mays starch synthase isoform zSTSII-1 (zSSIIa) mRNA, 
partial cds 
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9 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291761 

LIB3059-030-Q1-K1-D2 

BLASTX 

g22216 

236 

2.0e-29 

126 

64 

(X55722) 22k:D zein [Zea mays] 
291762 

LIB3059-030-Q1-K1-D4 

BLASTX 

gl21472 

144 

4.0e-09 

107 

38 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi 72326 pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maiie >gi"22289__erab_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays! >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 

mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

291763 

LIB3059-030-Q1-K1-E10 

BLASTN 

gl68425 

187 

l.Oe-101 
227 
96 

Zea mays brittle-1 protein 



(btl) mRNA, complete cds 



291764 

LIB3059-030-Q1-K1-E5 

BLASTX 

g4006829 

483 

l.Oe-48 

139 
71 

(AC005970) putative protein kinase [Arabidopsis thaliana] 
291765 

LIB3059-030-Q1-K1-G5 

BLASTX 

gl41610 

202 

9.0e-16 

80 

61 

ZEIN-ALPHA PRECURSOR (CLONE Z4) 



Seq. No. 



291766 
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Seq. iU 




Method 


iDJ_iH.O J. A 


NCBI GI 


gl68693 


BLAST score 


366 


E value 


5 . Oe-35 


Match length 


126 


% identity 


67 


NCBI Description 


(M^ybz/J zein [Ziea luaysj 


Seq. No. 


Z31 ft / 


Seq. ID 




Method 




NCBI GI 


g2246625 


BLAST score 


331 


E value 


/ . (Je- 


Match length 


yi 


% identity 


69 


NCBI Description 


(AJcUU4y4/) prouem Kinaot? 


Seq. No. 


291768 


Seq. ID 


T T'D'^ri R Q_n "^1 _A1 —TCI — Ril 
ijlrsoUDy Uol— y± J\± 


Method 


BLASTN 


NCBI GI 


g22447 


BLAST score 


35 


E value 


2 . Oe-10 


Match length 


39 


% identity 


97 


NCBI Description 


Zea mays ZMPMS2 gene for 


Seq. No. 


291769 


Seq. ID 


T TOOACQ HQI —Pil — V1 — R^ 

LlooUo y Uol—yj-— J\l DO 


Method 


BLAST A 


NCBI GI 


g4 lyoUo 


BLAST score 


165 


E value 


5.0e-12 


Match length 


56 


% identity 


59 


NCBI Description 


zein protein - maize >gi_ 




mays] 


Seq. No. 


291770 


Seq. ID 


J_iX£3oUOi7 UO± Ixi-L i\J~ 


Method 


BLASTN 


NCBI GI 


g899609 


BLAST score 


76 


E value 


7. Oe-35 


Match length 


156 



[Oryza sativa] 



168705 {M72708) zein protein [Zea 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



87 

Zea mays acidic ribosomal protein P2 
complete cds 

291771 

LIB3059-031-Q1-K1-E1 

BLASTN 

g22528 

73 

3.0e-33 ' 



(RPA-2A1) mRNA, 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157 
87 

Zea mays mRNA encoding a zein (clone A20) 
291772 

LIB3059-031-Q1-K1-F11 

BLASTX 

g543867 

250 

l.Oe-21 

56 
93 

ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_1076684_j)ir ^A47493 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor - sweet potato 
>gi_303626__dbj__BAA03526_ {D14 699) Fl-ATPase gammma subunit 
[Ipomoea batatas] 



Seq- No. 


291773 


Seq. ID 


LIB3059-031-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g2244842 


BLAST score 


272 


ill va.±u.e 


3 . Oe-24 


Match length 


94 


% identity 


56 


NCBI Description 


(Z97337) hypothetical protein [Arabidopsis thali 


Seq. No. 


291774 


Seq. ID 


LIB3059-031-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


gl658313 


BLAST score 


159 


E value 


2.0e-ll 


Match length 


51 


% identity 


51 


NCBI Description 


(Y08987) osr40g2 [Oryza sativa] 


Seq. No. 


291775 


Seq. ID 


LIB3059-031-Q1-K1-G2 


Method 


BLASTN 


NCBI GI 


g22326 


BLAST score 


44 


E value 


7.0e-16 


Match length 


108 


% identity 


85 


NCBI Description 


Z.mays gene for Hageman factor inhibitor 


Seq. No. 


291776 


Seq. ID 


LIB3059-031-Q1-K1-G6 


Method 


BLASTN 


NCBI GI 


gl68425 


BLAST score 


39 


E value 


5.0e-13 


Match length 


59 


% identity 


92 


NCBI Description 


Zea mays brittle-1 protein (btl) mRNA, complete 
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Seq. No. 


291777 


Seq. ID 


LIB3059-031-Q1-K1-G9 


Method 


OhAo 1 A 


NCBI GI 


g2832247 


BLAST score 


257 


E value 


3.0e-22 


Match length 


117 


% identity 


50 


NCBI Description 


(AF031569) 22-kDa alpha zein 10 [Zea mays] 


Seq. No. 


291778 


Seq. ID 


LIB3059-031-Q1-K1-H3 


Method 


BLASTX 


NOrii bi 




BLAST score 


216 


E value 


8.0e-18 


Match length 


48 


% identity 


85 


NCBI Description 


glycine-rich protein - maize >gi_22293_emb 




(X61121) glycine-rich protein [Zea mays] 


Seq. No. 


291779 


Seq. ID 


LIB3059-032-Q1-K1-A2 


Method 




NCBI GI 


g3319775 


BLAST score 


80 


E value 


5.0e-37 


Match length 


84 


% identity 


99 


NCBI Description 


Zea mays mRNA for cytosolic seryl-tRNA syn 


Seq. No. 


291780 


Seq, ID 


LIB3059-032-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g3881873 


BLAST score 


409 


E value 


5.0e-40 


Match length 


138 


% identity 


59 



NCBI Description 



(Z83246) predicted using Genefinder; cDNA EST EMBL;M79771 
comes from this gene [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



291781 

LIB3059-032-Q1-K1-E6 

BLASTX 

gl41608 

236 

9.06-20 

65 

72 

ZEIN-ALPHA PRECURSOR (19 KD) (PMSl) >gi_100943_pir S15655 

zein, 19K - maize >gi_22446_emb_CAA37 651_ (X53582) 19 kOa 
zein [Zea mays] 

291782 

LIB3059-032-Q1-K1-E9 
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CI 



Method BLASTN 

NCBI GI g3821780 

BLAST score 36 

E value 9.0e-ll 

Match length 36 

% identity 100 

NCBI Description Xenopus laevis cDNA clone 27A6-1 

Seq. No. 291783 

Seq. ID LIB3059-032-Q1-K1-F3 

Method BLASTX 

NCBI GI g2832246 

BLAST score 175 

E value 5 ,06-13 

Match length 65 

% identity 57 

NCBI Description (AF031569) 22-kDa alpha zein 8 [Zea mays] 

Seq. No. - 291784 

Seq. ID LIB3059-032-Q1-K1-F6 

Method BLASTX 

NCBI GI g224508 

BLAST score 226 

E value 2.0e-29 

Match length 95 

% identity 7 9 

NCBI Description zein A20 [Zea mays] 



291785 

LIB3059-032-Q1-K1-G11 
BLASTX 
g2117937 
585 

l.Oe-60 
115 
96 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9 
barley >gi_1212996_emb_CAA62689_ (X91347) UDP-glucose 
pyrophosphorylase [Hordeum vulgare] 

Seq. No. 291786 

Seq. ID LIB3059-032-Q1-K1-G3 

Method BLASTX 

NCBI GI gl41606 

BLAST score 163 

E value 7.0e-14 

Match length 77 

% identity 58 

NCBI Description ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19D1) 

>gi_72309_pir ZIZMDl 19K zein precursor (clone cZ19Dl) 

maize >gi_168682 (M12144) 19 kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 291787 

Seq. ID LIB3059-032-Q1-K1-H9 

Method BLASTX 

NCBI GI gl351974 

BLAST score 4 60 
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(I 



E value 
Match length 
% identity 
NCBI Description 



4.0e-4 6 

109 

83 

ADP-RIBOSYLATION FACTOR >gi_107 6788_pir S49325 

ADP-ribosylation factor - maize >gi_107 678 9_pir S53486 

ADP-ribosylation factor - maize >gi_55668 6_emb_CAA56351_ 
(X80042) ADP-ribosylation factor [Zea mays] 



Seq. No. 


291788 


Seq. ID 


LIB3059-033-Q1-K1-A6 


Method 


BLASTN 


NCBI GI 


g22326 


BLAST score 


81 


E value 


7 . Oe-38 


Match length 


149 


% identity 


89 


NCBI Description 


2. mays gene for Hageman factor inhibitor 


Seq. No. 


291789 


Seq. ID 


LIB3059-033-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g4126809 


BLAST score 


227 


E value 


6.0e-19 


Match length 


70 


% identity 


70 


NCBI Description 


(AB017042) glyoxalase I [Oryza sativa] 


Seq. No. 


291790 


Seq. ID 


LIB3059-033-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


q629862 


BLAST score 


186 


E value 


5.0e-14 


Match length 


97 


% identity 


48 


NCBI Description 


zein Zdl, 19K - maize >gi 535021 emb CAA4 




zein Zdl (19 kDa zein) [Zea mays] 


Seq. No. 


291791 


Seq. ID 


LIB3059-033-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g2832243 


BLAST score 


425 


E value 


6.0e-42 


Match length 


116 


% identity 


75 


NCBI Description 


{AF031569) 22-kDa alpha zein 4 [Zea mays] 


Seq. No. 


291792 


Seq. ID 


LIB3059-033-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g3193290 


BLAST score 


246 


E value 


6.0e-21 


Match length 


125 


% identity 


41 



{X67203) 
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NCBI Description 



(AF069298) contains similarity to a protein kinase domain 
(Pfam: pkinase.hitim, score: 165,48), to legume lectins beta 
domain (Pfam: lectin_legB.hinm, score: 125.64) and legume 
lectins alpha domain (Pfam: lectin_legA.hmm, score: 16,72) 
[Arabido 



Seq. No. 


291793 


Seq. ID 


LIB3059-033-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g4056502 


BLAST score 


244 


E value 


l.Oe-20 


Match length 


91 


% identity 


54 


NCBI Description 


(AC005896) 40S ribosomal prot 


Seq. No. 


291794 


Seq. ID 


LIB3059-033-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


gll73104 


BLAST score 


282 


E value 


3.0e-25 


Match length 


112 


% identity 


41 


NCBI Description 


RIBONUCLEASE 2 PRECURSOR >gi_ 




[Arabidopsis thaliana] >gi_26 




RNS2 [Arabidopsis thaliana] 


Seq. No. 


291795 


Seq. ID 


LIB3059-034-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g22216 


BLAST score 


199 


E value 


2.0e-15 


Match length 


63 


% identity 


70 


NCBI Description 


(X55722) 22kD zein [Zea mays] 


Seq. No. 


o m I o /T 

A91 /3b 


Seq. ID 


LIB3059-034-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


gl41597 


BLAST score 


311 


E value 


I,0e-28 


Match length 


128 


% identity 


55 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) 




>gi 72314 pir ZIZM3 19K zein 




>gi_22545_emb_CAA24728_ (V014 




[Zea mays] 


Seq. No, 


291797 


Seq. ID 


LIB3059-034-Q1-K1-C11 


Method 


BLASTN 


NCBI GI 


g22544 


BLAST score 


55 


E value 


3.0e-22 



[Arabidopsis thaliana] 



I (M98336) ribonuclease 
(AC003000) ribonuclease. 



maize 
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Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



187 
84 

Maize inRNA (clone A30) for zein (a plant storage protein) 
291798 

LIB3059-034-Q1-K1-E11 

BLASTX 

g4588001 

219 

8.0e-18 

110 

37 

{AF085279) hypothetical Ser-Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No. 


291799 


Seq. ID 


LIB3059-034-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g2326372 


BLAST score 


364 


E value 


9.0e-35 


Match length 


91 


% identity 


71 


NCBI Description 


(Y14404) putative arabinose kinase 


Seq. No- 


z y loUU 


Seq. ID 


LIB3059-034-Q1-K1-F10 


Method 


BLASTN 


NCBI GI 


g22537 


BLAST score 


146 


E value 


l.Oe-76 


Match length 


194 


% identity 


74 


NCBI Description 


Maize mRNA for zein polypeptide ( 


Seq. No. 


291801 


Seq. ID 


LIB3059-035-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g2507443 


BLAST score 


420 


E value 


2.0e-41 


Match length 


133 


% identity 


62 


NCBI Description 


TRANSLATIONALLY CONTROLLED TUMOR 




KD CALLUS PROTEIN) {P23) >gi_1675 




protein P23 [Pisum sativum] 


Seq. No. 


291802 


Seq. ID 


LIB3059-035-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


gl346301 


BLAST score 


644 


E value 


2.0e-67 



clone M6) 



PROTEIN HOMOLOG (TCTP) (23 
196 {L47968) callus 



Match length 

% identity 

NCBI Description 



158 
79 

3-HYDROXY-3-METHYLGLUTARYL-COENZYME A REDUCTASE (HMG-COA 
REDUCTASE) >gi_1071805_pir S4 6314 hydroxymethylglutaryl 



40622 



CoA reductase - rice >gi_455459 {L28995) 
3-hydroxy-3-methylglutaryl coenzyme A reductase [Oryza 
sativa] 

Seq. No. 291803 

Seq. ID LIB3059-035-Q1-K1-F4 

Method BLASTX 

NCBI GI gl41598 

BLAST score 388 

E value l.Oe-37 

Match length 114 

% identity 75 

NCBI Description ZEIN-ALPHA PRECURSOR (19 KD) (CLONE ZG99) 

>gi 72313_pir ZIZM99 19K zein precursor (clone ZG99) - 

maize >gi_22519_emb_CAA24717_ (V01470) zein [Zea mays] 
>gi_22534_emb_CAA24726_ (V01479) zein [Zea mays] 

Seq. No. 291804 

Seq. ID LIB3059-036-Q1-K1-A3 

Method BLASTX 

NCBI GI gl68693 

BLAST score 231 

E value 4.0e-19 

Match length 110 

% identity 46 

NCBI Description (M29627) zein [Zea mays] 

Seq. No. 291805 

Seq. ID LIB3059-036-Q1-K1-B9 

Method BLASTX 

NCBI GI g2244814 

BLAST score 393 

E value 4.0e-38 

Match length 141 

% identity 51 

NCBI Description (Z97336) protein kinase [Arabidopsis thaliana] 
291806 

LIB3059-036-Q1-K1-C5 
BLASTX 
g629862 
145 

9.0e-14 
125 
40 

zein Zdl, 19K - maize >gi_535021_emb_CAA47 640_ (X67203) 
zein Zdl (19 kDa zein) [Zea mays] 

Seq. No. 291807 

Seq. ID LIB3059-037-Q1-K1-A3 

Method BLASTX 

NCBI GI gl905930 

BLAST score 556 

E value 3.0e-57 

Match length 135 

% identity 81 

NCBI Description (U31994) MADS box protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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# 



Seq. No. 291808 

Seq. ID LIB3059-037-Q1-K1-A9 

Method BLASTX 

NCBI GI g2618699 

BLAST score 187 

E value 5.0e-14 

Match length 111 

% identity 34 . ^ . i 

NCBI Description {AC002510) unknown protein [Arabidopsis thaliana] 

Seq. No. 291809 

Seq. ID LIB3059-037-Q1-K1-B6 

Method BLASTX 

NCBI GI gl00728 

BLAST score 253 

E value l.Oe-21 

Match length 139 

% identity 4 3 

NCBI Description aspartate transaminase (EC 2.6.1.1) AAT3 precursor - proso 

millet >gi_1084464_pir S53304 aspartate aminotransferase - 

proso millet >gi_20601_emb_CAA45024_ (X63430) aspartate 
aminotransferase [Panicum miliaceum] 
>gi_435459_dbj_BAA04993_ (D25323) aspartate 
aminotransferase [Panicum miliaceum] 

291810 

LIB3059-037-Q1-K1-D1 
BLASTX 
gl41597 
303 

l.Oe-27 

128 
55 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi 72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi~22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 



Seq. No. 291811 

Seq. ID LIB3059-037-Q1-K1-E10 

Method BLASTX 

NCBI GI g2245037 

BLAST score 156 

E value l.Oe-10 

Match length 56 

% identity 59 . i 

NCBI Description (Z97342) nuclear antigen homolog [Arabidopsis thaliana] 

Seq, No. 291812 

Seq. ID LIB3059-037-Q1-K1-E7 

Method BLASTN 

NCBI GI g459267 

BLAST score 61 

E value l.Oe-25 

Match length 101 

% identity 91 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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NCBI Description Z.mays gene for HMG protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291813 

LIB3059-037-Q1-K1-G11 

BLASTX 

g595768 

165 

2.0e-ll 
47 

(U13866) non-functional lacZ alpha peptide [Cloning vector] 
291814 

LIB3059-037-Q1-K1-G3 

BLASTX 

g730450 

369 

2.0e-35 

129 

62 

60S RIBOSOMAL PROTEIN L13-2 (COLD INDUCED PROTEIN C24B) 

>gi 480649_pir S37134 cold-induced protein BnC24B - rape 

>gi~398922_emb_CAA80343_ (Z22620) cold induced protein 
(BnC24B) [Brassica napus] 

291815 

LIB3059-037-Q1-K1-G7 

BLASTX 

gl41599 

404 

2.0e-39 

114 

74 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19A2) 

>gi 72316_pir ZIZMA2 19K zein precursor (clone cZ19A2) - 

maile (fragment) >gi_168670 (M12142) 19 kDa zein protein 
[Zea mays] 



Seq. No. 


291816 


Seq. ID 


LIB3059-037-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g3785979 


BLAST score 


237 


E value 


8.0e-20 


Match length 


63 


% identity 


65 


NCBI Description 


(AC005560) putative serine 


Seq. No. 


291817 


Seq. ID 


LIB3059-038-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g417821 


BLAST score 


365 


E value 


4.0e-35 


Match length 


91 


% identity 


75 


NCBI Description 


ACYL- [ACYL-CARRIER PROTEIN] 
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(STEAROYL-ACP DESATURASE) >gi_322725_pir S31959 

acyl- [acyl-carrier-protein] desaturase (EC 1.14.99.6) - 
flax >gi_22682_emb_CAA50298_ (X70962) acyl- [acyl-carrier 
protein] desaturase; stearoyl- [acyl-carrier protein] 
desaturase [Linum usitatissimum] 

Seq. No, 291818 

Seq. ID LIB3059-038-Q1-K1-A8 

Method BLASTN 

NCBI GI g22537 

BLAST score 85 

E value 4.0e-40 

Match length 173 

% identity 62 

NCBI Description Maize itiRNA for zein polypeptide (clone M6) 

Seq. No, 291819 

Seq. ID LIB3059-038-Q1-K1-B3 

Method BLASTX 

NCBI GI g82660 

BLAST score 494 

E value 5.0e-50 

Match length 119 

% identity 84 

NCBI Description 19K zein precursor (clone ZG31A) - maize (fragment) 
>gi_809117_emb_CAA24720_ (V01473) zein [Zea mays] 

Seq. No. 291820 

Seq. ID LIB3059-038-Q1-K1-B7 

Method BLASTN 

NCBI GI g3747049 

BLAST score 7 9 

E value 2.0e-36 

Match length 199 

% identity 86 

NCBI Description Zea mays ribosomal protein L26 mRNA, partial cds 

Seq. No. 291821 

Seq. ID LIB3059-038-Q1-K1-C8 

Method BLASTX 

NCBI GI g3421090 

BLAST score 187 

E value 4.0e-14 

Match length 63 

% identity 60 

NCBI Description (AF043525) 20S proteasome subunit PAE2 [Arabxdopsis 
thaliana] 

Seq. No. 291822 

Seq. ID LIB3059-038-Q1-K1-D5 

Method BLASTX 

NCBI GI g419803 

BLAST score 305 

E value 7.0e-28 

Match length 125 

% identity 54 . 

NCBI Description zein protein - maize >gi_168705 (M72708) zein protein [Zea 
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mays] 



Seq. No. 


291823 


Seq. ID 


LIB3059-038-Q1-K1-D9 


Method 


BLASTN 


NCBI GI 


gl6072 


BLAST score 


131 


E value 


2.0e-67 


Match length 


409 


% identity 


83 


NCBI Description 


Acetabularia mediterranea zein gene 


Seq. No. 


291824 


Seq. ID 


LIB3059-038-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


399 


E value 


7.0e-39 


Match length 


133 


% identity 


65 


NCBI Description 


(X59526) zein protein [Acetabularia mediterranea] 


Seq. No. 


291825 


Qorr TFI 
oeq. -LU 


LIB3059-038-O1-K1-E12 


Method 


BLASTX 


NCBI GI 


g2832247 


BLAST score 


155 


E value 


2.0e-10 


Match length 


103 


% identity 


40 


NCBI Description 


(AF031569) 22-kDa alpha zein 10 [Zea mays] 


Seq, No. 


291826 


Seq. ID 


LIB3059-038-Q1-K1-E4 


Mo "H H 


BLASTX 


NCBI GI 


g4377328 


BLAST score 


202 


E value 


9.0e-16 


Match length 


112 


% identity 


40 


NCBI Description 


(AE001680) Polyribonucleotide Nucleotidyltransferase 




[Chlamydia pneumoniae] 


Seq. No. 


291827 


Seq. ID 


LIB3059-038-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g3329314 


BLAST score 


211 


E value 


7.0e-17 


Match length 


109 



% identity 44 

NCBI Description (AE001357) Polyribonucleotide Nucleotidyltransferase 
[Chlamydia trachomatis] 

Seq. No. 291828 

Seq. ID LIB3059-038-Q1-K1-F2 

Method BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl41605 
418 

4.0e-41 

126 

71 

ZEIN-ALPHA PRECURSOR {19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) ■ 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 



Seq. No. 


291829 


Seq. ID 


LIB3059-038-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g463152 


BLAST score 


258 


E value 


3.0e-22 


Match length 


51 


% identity 


94 


NCBI Description 


(L29505) zein [Zea mays] >gi_1094858_ 




seed storage protein [Zea mays] 


Seq. No. 


291830 


Seq. ID 


LIB3059-038-Q1-K1-H12 


Method 


BLASTN 


NCBI GI 


g535019 


BLAST score 


128 


E value 


7.0e-66 


Match length 


168 


% identity 


47 


NCBI Description 


Z.mays Zdl tandem genes for zein Zdl 


Seq. No. 


291831 


Seq. ID 


LIB3059-039-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


gl41600 


BLAST score 


258 


E value 


2.0e-22 


Match length 


117 


% identity 


50 


NCBI Description 


ZEIN-ALPHA PRECURSOR {19 KD) (CLONE 



(19 kDa Zein) 



maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291832 

LIB3059-039-Q1-K1-B10 

BLASTN 

g22516 

247 

l.Oe-136 

363 

93 

Maize Zc2 gene for zein 



Zc2 (28 kD glutelin-2) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



291833 

LIB3059-039-Q1-K1-B8 

BLASTX 

gl41609 

247 
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CI 

5.0e-21 
66 
77 

ZEIN-ALPHA PRECURSOR (19 KD) {PMS2) >gi_100944_pir S15656 

zein, 19K - maize >gi_22448__emb_CAA41543_ {X58700) 19 kDa 
zein [Zea mays] 

Seq. No. 291834 

Seq. ID LIB3059-039-Q1-K1-C1 

Method BLASTX 

NCBI GI g4558672 

BLAST score 224 

E value 2.0e-21 

Match length 101 

% identity 46 , ■ 

NCBI Description (AC007063) putative 1, 3-beta-D-glucan synthase [Arabidopsis 
thaliana] 

Seq. No. 291835 

Seq. ID LIB3059-039-Q1-K1-C5 

Method BLASTX 

NCBI GI g3122071 

BLAST score 254 

E value 2.0e-22 

Match length 53 

% identity 89 

NCBI Description ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi 2130148_pir S66339 translation elongation factor eEF-1 

alpha chain"- maize >gi_1321656_dbj_BAA0824 9_ (D45408) 
alpha subunit of tlanslation elongation factor 1 [Zea mays] 

291836 

LIB3059-039-Q1-K1-C9 
BLASTX 
gl41614 
233 

8.0e-21 
87 
64 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE ZAl OR Ml) 

>gi_82662_pir B22831 22K zein precursor (clone Ml) - maize 

>gi_22527_emb_CAA24722_ (V01475) reading frame zein [Zea 
mays] >gi__224510_prf 1107201D zein Ml [Zea mays] 

291837 

LIB3059-039-Q1-K1-F7 
BLASTX 
gl41616 
356 

8.0e-34 
123 
61 

ZEIN-BETA PRECURSOR (16 KD) (ZEIN 2) (CLONE 15A3) 
>gi_168662 (M12147) 15 kDa zein protein [Zea mays] 

Seq. No. 291838 

Seq. ID LIB3059-039-Q1-K1-F8 




E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Method BLASTN 

NCBI GI g22326 

BLAST score 51 

E value 5.0e-20 

Match length 147 

% identity 86 

NCBI Description Z.mays gene for Hageman factor inhibitor 

Seq, No. 291839 

Seq. ID LIB3059-039-Q1-K1-G9 

Method BLASTX 

NCBI GI gl41598 

BLAST score 24 9 

E value 2.0e-21 

Match length 73 

% identity 71 

NCBI Description ZEIN-ALPHA PRECURSOR (19 KD) (CLONE ZG99) 

>gi 72313_pir ZIZM99 19K zein precursor (clone ZG99) - 

maize >gi_22519_einb_CAA24717_ (V01470) zein [Zea mays] 
>gi_22534_emb_CAA24726_ (V01479) zein [Zea mays] 

Seq. No. 291840 

Seq. ID LIB3059-040-Q1-K1-A9 

Method BLASTX 

NCBI GI g2129608 

BLAST score 487 

E value 3.0e-4 9 

Match length 114 

% identity 82 , . . or^-i^zn-i 

NCBI Description GTP-binding protein, 68K - Arabidopsis thaliana >gi_8075// 
{L38614) GTP-binding protein [Arabidopsis thaliana] 

Seq. No. 291841 

Seq. ID LIB3059-040-Q1-K1-C1 

Method BLASTX 

NCBI GI g2832247 

BLAST score 144 

E value 2.0e-09 

Match length 88 

% identity 36 

NCBI Description (AF031569) 22-kDa alpha zein 10 [Zea mays] 

Seq. No. 291842 

Seq. ID LIB3059-040-Q1-K1-F7 

Method BLASTX 

NCBI GI gl21472 

BLAST score 153 

E value 2.0e-17 

Match length 99 

% identity 53 

NCBI Description GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 

(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi 72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289__emb__CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_einb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 
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Seq. No. 


291843 


Seq. ID 


LIB3059-040-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


gl68699 


BLAST score 


143 


E value 


5.0e-ll 


Match length 


43 


% identity 


93 


NCBI Description 


(M60836) zein [2ea mays] 


Seq. No. 


291844 


Seq. ID 


LIB3059-041-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


gl68691 


BLAST score 


194 


E value 


6.0e-15 


Match length 


56 


% identity 


70 


NCBI Description 


{M29628) zein [2ea mays] 


Seq. No. 


291845 


Seq. ID 


LIB3059-041-Q1-K1-D1 


Method 


BLASTN 


NCBI GI 


gl68677 


BLAST score 


50 


E value 


4.0e-19 


Match length 


50 


% identity 


100 


NCBI Description 


Maize 19 kDa zein mRNA, clone cZ19Cl, complete cds 


Seq. No. 


291846 


Seq. ID 


LIB3059-041-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g3420051 


BLAST score 


282 


E value 


4.0e-25 


Match length 


56 


% identity 


91 


NCBI Description 


(AC004 680) unknown protein [Arabidopsis thaliana] 


Seq. No. 


291847 


Seq. ID 


LIB3059-041-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g468516 


BLAST score 


264 


E value 


9.0e-31 


Match length 


149 


% identity 


52 


NCBI Description 


(X55724) zein [2ea mays] 


Seq. No, 


291848 


Seq. ID 


LIB3059-041-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


gl41603 


BLAST score 


408 


E value 


6-0e-40 


Match length 


125 
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% identity 68 

NCBI Description ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) 

>gi~22529 emb_CAA24723_ (V01476) zein [Zea mays] 



maize 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
:Match length 
% identity 
NCBI Description 



291849 

LIB3059-041-Q1-K1-G8 

BLASTX 

g3510252 

206 

3.0e-16 

70 

53 

(AC005310) putative RNA-binding protein [Arabrdopsxs 
thaliana] 

291850 

LIB3059-042-Q1-K1-A1 

BLASTX 

g729762 

218 

4.0e-18 

70 

66 

17.0 KD CLASS II HEAT SHOCK PROTEIN (HSP 18) 

>gi 477225_pir ^A48425 heat shock protein HSP18 - maize 

>gi~300079_bbs__130952 (S59777) HSP18-18 kda heat shock 
protein [Zea mays, Oh43, clone cMHSP18-l, Peptide, 154 aa] 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



291851 

LIB3059-042-Q1-K1-A11 
BLASTX 



gl68699 




314 




5.0e-29 




76 




84 




(M60836) 


zein [Zea mays] 


291852 




LIB3059- 


042-Q1-K1-A7 


BLASTN 




g473602 




182 




7.0e-98 




358 




88 





Zea mays W-22 histone H2A mRNA, complete cds 
291853 

LIB3059-042-Q1-K1-B12 

BLASTX 

g2668742 

276 

9.0e-25 

73 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79 

{AF034945) glycine-rich RNA binding protein [Zea mays] 
291854 

LIB3059-042-Q1-K1-B5 

BLASTX 

gl814401 

288 

8.0e-26 

83 
66 

(U84888) phosphoglucomutase [Mesembryanthemum crystallinum] 
291855 

LIB3059-042-Q1-K1-C7 

BLASTX 

g3334474 

311 

6.0e-29 

77 

83 

OLEOSIN ZM-I (OLEOSIN 16 KD) (LIPID BODY-ASSOCIATED MAJOR 
PROTEIN) (LIPID BODY-ASSOCIATED PROTEIN L3) 

>gi_1076817_pir S52029 oleosin 16 - maize >gi_687245 

(U13701) 16 kDa oleosin [Zea mays] 



Seq. No. 


291856 


Seq. ID 


LIB3059-042-Q1-K1-D4 


Method 


BLASTN 


NCBI GI 


g58174 


BLAST score 


49 


E value 


5.0e-19 


Match length 


129 


% identity 


84 


NCBI Description 


Cloning vector pGEM-5Zf (-) 


Seq. No. 


291857 


Seq. ID 


LIB3059-042-Q1-K1-E11 


Method 


BLASTN 


NCBI GI 


g2198852 


BLAST score 


70 


E value 


5.0e-31 


Match length 


114 


% identity 


90 


NCBI Description 


Zea mays cystathionine gam 




cds 


Seq. No. 


291858 


Seq. ID 


LIB3059-042-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


gl68699 


BLAST score 


419 


E value 


3.0e-41 


Match length 


105 


% identity 


82 


NCBI Description 


(M60836) zein [Zea mays] 
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291859 

LIB3059-042-Q1-K1-E4 
BLASTX 
g3915070 
281 

2,0e-30 
103 
76 

HISTIDYL-TRNA SYNTHETASE {HISTIDINE— TRNA LIGASE) (HISRS) 
>gi_1841704_emb_CAB06653_ (Z85984) histidyl tRNA Synthetase 
[Oryza sativa] 

Seq. No. 291860 

Seq. ID LIB3059-042-Q1-K1-F1 

Method BLASTN 

NCBI GI g531828 

BLAST score 36 

E value 6.0e-ll 

Match length 96 

% identity 84 

NCBI Description Cloning vector pSportl, complete cds 

Seq. No. 291861 

Seq. ID LIB3059-G42-Q1-K1-F2 

Method BLASTX 

NCBI GI gl22007 

BLAST score 167 

E value 6.0e-12 

Match length 36 

% identity 92 

NCBI Description HISTONE H2A >gi_100161_pir S11498 histone H2A - parsley 

>gi_20448_einb_CAA37828_ {X53831) H2A histone protein (AA 1 
- 14 9) [Petroselinum crispum] 

Seq. No. 291862 

Seq. ID LIB3059-042-Q1-K1-G11 

Method BLASTX 

NCBI GI gll84776 

BLAST score 630 

E value 6.0e-66 

Match length 135 

% identity 90 

NCBI Description {U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC4 [Zea mays] 

Seq. No. 291863 

Seq, ID LIB3059-042-Q1-K1-G4 

Method BLASTX 

NCBI GI g2494165 

BLAST score 342 

E value 4.0e-32 

Match length 100 

% identity 64 

NCBI Description DNA LIGASE (POLYDEOXYRIBONUCLEOTIDE SYNTHASE (ATP)) 

>gi_2129574_pir S71278 DNA ligase - Arabidopsis thaliana 

>gi~1359495_emb_CAA66599_ {X97924) DNA ligase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291864 

LIB3059-043-Q1-K1-A11 

BLASTX 

g3687389 

309 

2,0e-28 
81 

75 

(Y16124) putative cullin protein [Lycopersicon esculentum] 
291865 

LIB3059-043-Q1-K1-A3 

BLASTN 

g4103634 

68 

5.0e-30 
160 

Hordeum vulgare ABA-responsive protein mRNA, complete cas 
291866 

LIB3059-043-Q1-K1-A4 

BLASTN 

glG37129 

265 

l.Oe-147 

361 

93 

(gainma-zeinA)=opaque2 modifier {5' region} [Zea mays=maize, 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 

291867 

LIB3059-043-Q1-K1-D7 

BLASTX 

g728744 

200 

l.Oe-15 

86 

51 

AUXIN-INDUCED PROTEIN PCNT115 >gi_100305_pir S16390 

auxin-induced protein - common tobacco 

>gi_19799_emb_CAA39708_ {X56267) auxin-induced protein 
[Nicotiana tabacum] 

291868 

LIB3059-043-Q1-K1-F2 

BLASTX 

g4056468 

146 

9.0e-10 

72 

44 

(ACG05990) Contains similarity to gb_X66426 
polygalacturonase from Persea americana and is a member of 
the signal peptidase family PF_004 61 and polygalacturonase 
family PF_00295. [Arabidopsis thaliana] 
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Seq. Ko* 


291869 


Seq. ID 


LIB3059-043-Q1-K1-F9 


ixiernoa 


jDliiiOiA 


NCBI GI 


gl68693 


BLAST score 


160 


E value 


6.0e-ll 


Match length 


116 


% identity 


41 


NCBI Description 


(M29627) zein [Zea mays] 


Seq. No. 


291870 


Seq. ID 


LIB3059-043-Q1-K1-G12 






NCBI GI 


g2104712 


BLAST score 


219 


E value 


6.0e-18 


Match length 


73 


% identity 


62 


NCBI Description 


(U95180) endosperm speci 


Seq. No. 


291871 


Seq. ID 


LIB3059-043-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


£r o ^ r\ c 

gioobyo 


BLAST score 


265 


E value 


3.0e-23 


Match length 


86 


% identity 


63 


NCBI Description 


(M16218) gamitia zein [Zea 




zein gamma [Zea mays] 


Seq. No. 


291872 


Seq. ID 


LIB3059-043-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


gl21472 


BLAST score 


159 


E value 


9.0e-ll 


Match length 


45 


% identity 


67 



NCBI Description 



GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pMEll9) - 

maize >gi_22289_emb_CAA2614 9_ {X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 

mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291873 

LIB3059-043-Q1-K1-H4 

BLASTX 

g4115377 

309 

l.Oe-28 

89 

66 

(AC005967) unknown protein [Arabidopsis thaliana] 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Hethod 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291874 

LIB3059-044-Q1-K1-A12 

BLASTN 

g463151 

45 

2.0e-16 

81 

89 

Zea mays high sulfur zein gene, complete cds 
291875 

LIB3059-044-Q1-K1-B3 

BLASTX 

g3023535 

500 

l.Oe-50 

123 

74 

MOLYBDOPTERIN BIOSYNTHESIS CNX2 PROTEIN (MOLYBDENUM 
COFACTOR BIOSYNTHESIS ENZYME CNX2) >gi_662871_emb_CAA88107_ 
(Z48047) Cnx2 [Arabidopsis thaliana] 

291876 

LIB3059-044-Q1-K1-B4 

BLASTX 

gl41599 

153 

5.0e-10 

47 

66 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19A2) 

>gi_72316_pir ZIZMA2 19K zein precursor (clone cZ19A2) - 

maize (fragment) >gi_168670 (M12142) 19 kDa zein protein 
[Zea mays] 

291877 

LIB3059-044-Q1-K1-C3 

BLASTX 

g232029 

139 

5.0e-09 

43 

65 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi__100154_pir S21989 translation elongation factor eEF-1 

alpha chain - carrot >gi_18339_emb_CAA42843_ (X60302) 
elongation factor lA [Daucus carota] 

291878 

LIB3059-044-Q1-K1-D12 

BLASTX 

g2558654 

430 

2.0e-42 

128 

65 

(AC002354) No definition line found [Arabidopsis thaliana] 
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Seq. No. 291879 

Seq. ID LIB3059-044-Q1-K1-E8 

Method BLASTN 

NCBI GI g3821780 

BliAST score 36 

E value l.Oe-10 

Match length 48 

% identity 67 

NCBI Description Xenopus laevis cDNA clone 27A6-1 
291880 

LIB3059-044-Q1-K1-E9 
BLASTX 
g629861 
483 

3.0e-52 
135 
78 

zein Zdl, 19K - maize >gi__535020__emb_CAA47639_ (X67203) 
zein Zdl (19 kDa zein) [Zea mays] 

Seq. No. 291881 

Seq. ID LIB3059-044-Q1-K1-F12 

Method BLASTN 

NCBI GI g3511235 

BLAST score 78 

E value 8.0e-36 

Match length 106 

% identity 93 

NCBI Description Zea mays starch branching enzyme lib (ae) gene, complete 
cds 

Seq. No. 291882 

Seq. ID LIB3059-044-Q1-K1-G10 

Method BLASTX 

NCBI GI g3763845 

BLAST score 378 

E value 2.0e-36 

Match length 82 

% identity 88 

NCBI Description (AB018375) early nodulin [Oryza sativa] 

>gi_3763847_dbj_BAA33814_ (AB018376) early nodulin [Oryza 
sativa] 

291883 

LIB3059-044-Q1-K1-G2 
BLASTX 
gl707924 
328 

7.0e-31 

84 
77 

GLUCOSE- 1-PHOSPHATE RDENYLYLTRANSFERASE LARGE SUBUNIT 1 
PRECURSOR (ADP-GLUCOSE SYNTHASE) (ADP-GLUCOSE 
PYROPHOSPHORYLASE) (AGPASE S) (ALPHA-D-GLUCOSE-l-PHOSPHATE 
ADENYL TRANSFERASE) (SHRUNKEN-2) >gi_1947182 (M81603) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40638 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



shrunken-2 [Zea mays] >gi_444329_prf_1906378A ADP glucose 
pyrophosphorylase [Zea mays] 

291884 

LIB3059-044-Q1-K1-H1 

BLASTX 

gl41603 

462 

3.0e-46 

120 

82 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor 

>gi_22529_erab_CAA24723_ (V01476) zein [Zea mays] 



clone A20) - maize 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291885 

LIB3059-044-Q1-K1-H4 

BLASTX 

g72307 

261 

7.0e-23 

72 

78 

22K zein precursor (clone pZ22, 
(J01246) 26.99 kd zein protein 



3) - maize >gi_168686 
[Zea mays] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



291886 

LIB3059-045-Q1-K1-A11 

BLASTX 

g82652 

340 

6.0e-32 

85 

76 

1,4-alpha-glucan branching enzyme (EC 2.4.1.18) - maize 
(fragment) >gi_217960_dbj_BAA01854_ (D11081) branching 
enzyme-I precursor [Zea mays] 

291887 

LIB3059-045-Q1-K1-A6 

BLASTX 

gl41605 

454 

2.0e-45 

99 

93 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) • 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

291888 

LIB3059-045-Q1-K1-A9 

BLASTN 

g22324 

43 

4.0e-15 
143 



40639 



% identity 


83 


NCBI Description 


Z.mays mRNA for H2B histone (clone 


Seq. No. 


291889 


Seq. ID 


LIB3059-045-Q1-K1-B3 


Method 


BLASTN 






BLAST score 


57 


E value 


l.Oe-23 


Match length 


71 


% identity 


96 


NCBI Description 


Maize sulfur-rich zein protein of ] 


Seq. No. 


291890 


Seq. ID 


LIB3059-045-Q1-K1-B9 


Method 


BLASTN 




g^iZOiC^ 


BLAST score 


126 


E value 


l.Oe-64 


Match length 


126 


% identity 


100 


NCBI Description 


2. mays mRNA for H2B histone (clone 


Seq. No. 


291891 


Seq. ID 


LIB3059-045-Q1-K1-C3 


Method 


BLASTX 




gx OO Di? / 


BLAST score 


325 


E value 


3.0e-3Q 


Match length 


80 


% identity 


86 


NCBI Description 


(M60835) zein [Zea mays] 


Seq. No. 


291892 


Seq. ID 


LIB3059-045-Q1-K1-C9 


Method 


BLASTX 




/^r/i ^t£j Ri 
g4 ocs ox 0 


BLAST score 


163 


E value 


9.0e-24 


Match length 


130 


% identity 


60 


NCBI Description 


(X55724) zein [Zea mays] 


Seq. No. 


291893 


Seq. ID 


LIB3059-045-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


gl41608 


BLAST score 


226 


E value 


8.0e-19 


Match length 


87 


% identity 


59 


NCBI Description 


2EIN-ALPHA PRECURSOR (19 KD) (PMSl 



>gi_100943_pir S15655 

zein, 19K - maize >gi_22446__emb_CAA37 651_ (X53582) 19 kDa 
zein [Zea mays] 



Seq. No. 
Seq. ID 



291894 

LIB3059-045-Q1-K1-E12 



40640 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl41605 

360 

3,0e-34 

127 
64 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) - 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

291895 

LIB3059-045-Q1-K1-E6 

BLASTX 

g4415917 

239 

4.0e-20 

129 

43 

(AC006282) putative protein containing zinc finger domain 
[Arabidopsis thaliana] 



Seq. No. 


291896 




Seq. ID 


LIB3059-045-Q1-K1-G10 




Method 


BLASTX 




NCBI GI 


g2653558 




BLAST score 


179 




E value 


8,0e-27 




Match length 


100 




% identity 


71 




NCBI Description 


(D50679) ferredoxin-sulfite reductase precursi 


Seq. No. 


291897 




Seq. ID 


LIB3059-045-Q1-K1-G7 




Method 


BLASTN 




NCBI GI 


g248338 




BLAST score 


70 




E value 


3.0e-31 




Match length 


210 




% identity 


83 


nt] 


NCBI Description 


polyubiquitin [maize. Genomic, 3439 


Seq. No. 


291898 




Seq. ID 


LIB3059-046-Q1-K1-A1 




Method 


BLASTX 




NCBI GI 


g4008156 




BLAST score 


205 




E value 


3.0e-16 




Match length 


79 




% identity 


57 




NCBI Description 


(AB008845) NADH dependent Glutamate 


Synthase 


Seq. No. 


291899 




Seq. ID 


LIB3059-046-Q1-K1-A4 




Method 


BLASTX 




NCBI GI 


g4335735 




BLAST score 


160 




E value 


6.0e-ll 





40641 



i 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



109 
36 

(AC00624 8) hypothetical protein [Arabidopsis thaliana] 
291900 

LIB3059-046-Q1-K1-D10 

BLASTX 

gl21472 

383 

5.Ge-37 

130 

54 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN 2C2) 

>gi 72326 pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi;222289_emb_CAA26149_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 

mays] >gi_168485 (M16G66) glutelin-2 [Zea mays] 

291901 

LIB3059-046-Q1-K1-F10 

BLASTX 

g3264605 

258 

3.0e-22 

76 
71 

(AF061508) ribosomal protein L25 [Zea mays] 
291902 

LIB3059-046-Q1-K1-F12 

BLASTX 

gl41603 

234 

4.0e-35 

107 

79 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) - maize 

>gi~22529_emb_CAA24723_ (V01476) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



291903 

LIB3059-046-Q1-K1-F4 

BLASTN 

g22544 

199 

l.Oe-108 

207 

99 

Maize mRNA (clone A30) for zein (a plant storage protein) 
291904 

LIB3059-047-Q1-K1-B1 

BLASTX 

gl41617 

309 

3.0e-28 



40642 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



105 
60 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZCl) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi~100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



291905 

LIB3059-047-Q1-K1 

BLASTX 

g629861 

329 

l.Oe-30 
116 
58 

zein Zdl, 
zein Zdl 



-B8 



19K - maize >gi_535020_emb_CAA47 639_ 
19 kDa zein) [Zea mays] 



(X672G3) 



291906 

LIB3059-047-Q1-K1-C9 

BLASTN 

g218177 

34 

9.0e-10 
88 

84 . 
Rice mRNA for ribosomal protein L35 (NH77 gene), partial 
sequence >gi_3106972_dbj_D42703_D4 2703 Rice callus cDNA, 
NH077 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



291907 

LIB3059-047-Q1-K1-D11 

BLASTX 

g22216 

417 

5.0e-41 

103 

84 

(X55722) 22kD zein [Zea mays] 
291908 

LIB3059-047-Q1-K1-D2 

BLASTX 

gl41608 

332 

5.0e-31 

111 

65 

ZEIN-ALPHA PRECURSOR (19 KD) (PMSl) >gi_100943_pir S15655 

zein, 19K - maize >gi_22446_emb__CAA37651_ (X53582) 19 kDa 
zein [Zea mays] 

291909 

LIB3059-047-Q1-K1-D9 

BLASTX 

g82696 



40643 



CI 



295 

l,0e-26 
93 
62 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 

Seq. No. 291910 

Seq, ID LIB3059-047-Q1-K1-E7 

Method BLASTX 

NCBI GI g4490311 

BLAST score 142 

E value l.Oe-08 

Match length 96 

% identity 31 -, . . 

NCBI Description (AL035678) putative protein [Arabidopsis thaliana] 

Seq, No. 291911 

Seq. ID LIB3059-047-Q1-K1-E9 

Method BLASTX 

NCBI GI gll54954 

BLAST score 306 

E value 2.0e-34 

Match length 118 

% identity 72 

NCBI Description {X94693) histone H2A [Triticum aestivum] 

Seq. No. 291912 

Seq. ID LIB3059-047-Q1-K1-F1 

Method BLASTN 

NCBI GI g625147 

BLAST score 81 

E value l.Oe-37 

Match length 211 

% identity 90 , ^ 

NCBI Description Zea mays protein disulfide isomerase (pdx) mRNA, complete 
cds 

Seq. No. 291913 

Seq. ID LIB3059-047-Q1-K1-F2 

Method BLASTN 

NCBI GI gl68685 

BLAST score 235 

E value l.Oe-129 

Match length 331 

% identity 93 

NCBI Description Maize 22 kd {Mw=26.99 kd) zein protein 3, mRNA 

Seq. No. 291914 

Seq. ID LIB3059-047-Q1-K1-G2 

Method BLASTX 

NCBI GI gl6073 

BLAST score 202 

E value 2.0e-17 

Match length 90 

% identity 61 

NCBI Description {X59526) zein protein [Acetabularia mediterranea] 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40644 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291915 

LIB3059-047-Q1-K1-G3 

BLASTX 

g3885884 

233 

l.Oe-19 
53 

85 . ^ 

(AF093630) 60S ribosomal protein L21 [Oryza satxva] 

291916 

LIB3059-047-Q1-K1-H1 

BLASTX 

g399854 

289 

6.0e-26 

64 

92 

HISTONE H2B.2 >gi_283042_pir S28049 histone H2B - maize 

>gi 22325 einb_CAA40565_ (X57313) H2B histone [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291917 

LIB3059-047-Q1-K1-H3 

BLASTN 

g2811133 

315 

l.Oe-177 

335 

99 

Zea mays starch synthase isoform zSTSII-1 
partial cds 



(zSSIIa) mRNA, 



Seq. No, 291918 

Seq. ID LIB3059-047-Q1-K1-H5 

Method BLASTN 

NCBI GI g22528 

BLAST score 7 9 

E value l.Oe-36 

Match length 183 

% identity 86 

NCBI Description Zea mays mRNA encoding a zein {clone A20) 
291919 

LIB3059-048-Q1-K1-A2 
BLASTN 
g2331130 
43 

4.0e-15 
55 

Oryza sativa glycine-rich protein (OSGRPl) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 291920 

Seq. ID LIB3059-048-Q1-K1-B5 

Method BLASTX 



40645 



NCBI GI g4006872 

BLAST score 261 

E value l.Oe-22 

Match length 104 

% identity 51 ■ ttv ■ 

NCBI Description (Z99707) methionyl aminopeptidase-like protein [Araloidopsis 

thaliana] 

Seq. No. 291921 

Seq. ID LIB3059-048-Q1-K1-B8 

Method BLASTX 

NCBI GI gl41603 

BLAST score 446 

E value 2.0e-44 

Match length 121 

% identity 78 

NCBI Description ZEIN-ALPHA PRECURSOR {19 KD) (CLONE A20) 

>gi 72311jpir ZIZ;M2 19K zein precursor (clone A20) - maxze 
>gi322529_einb3CAA24723_ (V01476) zein [Zea mays] 

Seq. No. 291922'"' 

Seq. ID LIB3059-048-Q1-K1-C7 

Method BLASTX 

NCBI GI g82696 

BLAST score 168 

E value 5.0e-12 

Match length 66 

% identity 62 

NCBI Description glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 



Seq. No. 291923 

Seq, ID LIB3059-048-Q1-K1-F8 

Method BLASTX 

NCBI GI g3763918 

BLAST score 191 

E value 2.0e-14 

Match length 44 

% identity 82 

NCBI Description (AC004450) putative isopropylmalate dehydratase 
[Arabidopsis thaliana] 

Seq. No. 291924 

Seq. ID LIB3059-048-Q1-K1-G4 

Method BLASTX 

NCBI GI g468516 

BLAST score 416 

E value 7.0e-41 

Match length 118 

identity 75 
NCBI Description (X55724) zein [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



291925 

LIB3059-048-Q1-K1-G5 

BLASTX 

g629861 

453 



40646 



E value 
Match length 
% identity 
NCBI Description 



4.0e-45 

114 

82 

zein Zdl, 19K - maize >gi_535020_emb_CAA47 639_ 
zein Zdl (19 kDa zein) [Zea mays] 



(X67203) 





Seq. No. 


291926 




Seq. ID 


LIB3059-048-Q1-K1-G6 




Method 


BLASTN 




NCBI GI 


g22516 




BLAST score 


137 




E value 


3.0e-71 




Match length 


145 




% identity 


99 




NCBI Description 


Maize 2c2 gene for zein Zc2 {28 




Seq. No. 


291927 




Seq. ID 


LIB3059-048-Q1-K1-G8 




Method 


BLASTX 




- NCBI GI ' 


gll76584 




BLAST score - 


146 




E value 


3-0e-09 




Match length 


71 




% identity 


46 




NCBI Description 


HYPOTHETICAL 32.3 KD PROTEIN IN 



kD glutelin-2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



REGION >gi_1077427_pir S51294 probable membrane protein 

YNL320w - yeast (Saccharomyces cerevisiae) 
>gi_633665_emb_CAA86377__ {Z46259) N0342 [Saccharomyces 
cerevisiae] >gi_1302432_emb_CAA96251_ (Z71596) ORF yNL320w 
[Saccharomyces cerevisiae] 

291928 

LIB3059-048-Q1-K1-H8 

BLASTX 

gl41597 

323 

6.0e-30 

135 

55 

ZEIN-ALPHA PRECURSOR {19 KD) (CLONE A30) 

>gi__72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24 728_ (V01481) reading frame zein [2] 
[Zea mays] 

291929 

LIB3059-049-Q1-K1-A4 

BLASTX 

gl21472 

262 

7.0e-23 

66 

80 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) {27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir 2MZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ {X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 



40647 



mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 


291930 


beq. ID 


Lir>oUoy-U4 y-yi-Kl-AO 


Method 


BLASTN 


NCBI GI 


gl68484 


BLAST score 


96 


E value 


l.Oe-46 


Match length 


284 


% identity 


84 


NCBI Description 


Maize endosperm glutelin-2 gene, complete cds 


Seq. No. 


291931 


Seq. ID 


LIB3059-049-Q1-K1-A9 


Metnoa 


BLAbTX 


NCBI GI 


gl41616 


BLAST score 


179 


E value 


3.0e-13 


Match length 


35 


% identity 


91 


NCBI Description 


ZEIN-BETA PRECURSOR (16 KD) (ZEIN 2) (CLONE 15A3) 




>gi_16B662 (M12147) 15 kDa zein protein [Zea mays] 


Seq. No. 


291932 


Seq. ID 


LIB3059-049-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g419803 


BLAST score 


234 


E value 


2.0e-26 


Match length 


134 


% identity 


54 


NCBI Description 


zein protein - maize >gi 168705 (M727G8) zein protein 




mays] 


Seq. No. 


291933 


Seq. ID 


LIB3059-049-Q1-K1-C9 


Method 


BLASTN 


NCBI GI 


gl68661 


BLAST score 


38 


E value 


2.0e-12 


Match length 


70 . 


% identity 


89 


NCBI Description 


Maize 15 kDa zein mRNA, clone cZ15A3, complete cds 


Seq. No. 


291934 


Seq. ID 


LIB3059-049-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


gl21974 


BLAST score 


321 


E value 


9.0e-30 


Match length 


98 


% identity 


68 


NCBI Description 


HISTONE H2A.2.1 >gi_70710__pir HSWT2A histone H2A.2 - 


Seq. No. 


291935 


Seq. ID 


LIB3059-049-Q1-K1-F1 


Method 


BLASTX 



[Zea 



- wheat 



40648 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3914423 
264 

4.0e-23 

94 

60 

PROFILIN 4 >gi_2642324 (AF032370) profilin [Zea mays] 
291936 

LIB3059-04 9-Q1-K1-F11 

BLASTX 

gl923256 

346 

l.Oe-32 
120 
58 

{U86782) 
sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



26S proteasome-associated padl homolog [Homo 



291937 

LIB3059-049-Q1-K1-F8 

BLASTN 

gl68484 

105 

2.0e-52 

105 

100 

Maize endosperm glutelin-2 gene, complete cds 
291938 

LIB3059-04 9-Q1-K1-G10 

BLASTN 

g632737 

43 

5.0e-15 

103 
86 

ADP-glucose pyrophosphorylase=grain Bt2 subunit homolog 
[Zea mays=corn, leaves, mRNA Partial, 615 nt] 

291939 

LIB3059-049-Q1-K1-G4 

BLASTN 

gl037129 

199 

l.Oe-108 

295 

92 

( gamma- zeinA)-opaque2 modifier {5' region} [Zea mays=maize, 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 

291940 

LIB3059-04 9-Q1-K1-G7 

BLASTN 

g2062705 

36 

l.Oe-10 

36 



40649 



% identity 100 

NCBI Description Human butyrophilin (BTF5) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq . No . 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



291941 

LIB3059-049-Q1-K1-H1 

BLASTX 

gl41617 

329 

l.Oe-30 

103 
65 

2EIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZCl) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945__pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

291942 

LIB3059-052-Q1-K1-A2 

BLASTX 

g3811009 

158 

6.0e-ll 

84 

44 

(AB019328) 
carota] 



NADP specific isocitrate dehydrogenase [Daucus 



291943 

LIB3059-052-Q1-K1-C4 

BLASTN 

g22524 

84 

2.0e-39 
144 

90 

Zea mays mRNA encoding a zein (clone ZG31A) 
291944 

LIB3059-052-Q1-K1-D4 

BLASTX 

g2117937 

265 

2.0e-23 

91 

63 

UTP — glucose-l-phosphate uridyl yltransf erase (EC 2.7.7. 
barley >gi_1212996_einb__CAA6268 9_ (X91347) UDP-glucose 
pyrophosphorylase [Hordeum vulgare] 

291945 

LIB3059-052-Q1-K1-E1 

BLASTN 

g596079 

87 

2.0e-41 

170 



40650 



% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

Zea mays thiamine biosynthetic enzyme (thil-2) mRNA, 
complete cds 

291946 

LIB3059-052-Q1-K1-H12 

BLASTN 

gl68681 

62 

l.Oe-26 

195 

89 

Maize 19 kDa zein mRNA, clone cZ19Dl, complete cds. 
>gi_270686__gb_I03333_ Sequence 8 from Patent US 

291947 

LIB3059-053-Q1-K1-B12 

BLASTX 

g82696 

202 

l.Oe-25 

66 

94 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 



Seq. No. 


291948 


Seq. ID 


LIB3059-053-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


gl68664 


BLAST score 


386 


E value 


2.0e-37 


Match length 


126 


% identity 


65 


NCBI Description 


(M13507) zein protein precursor [Zea mays] 


Seq. No. 


291949 


Seq. ID 


LIB3059-053-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g266398 


BLAST score 


250 


E value 


l.Oe-21 


Match length 


51 


% identity 


82 


NCBI Description 


TRYPSIN/ FACTOR XIIA INHIBITOR PRECURSOR (HAGEMAN 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



INHIBITOR) (CHFI) >gi_68849_pir TIZMl trypsin/ factor XI 

inhibitor precursor - maize >gi__22327_emb_CAA37 998_ 
(X54064) corn Hageman factor inhibitor [Zea mays] 

291950 

LIB3059-053-Q1-K1-D3 

BLASTX 

g4185308 

440 

9.0e-44 

121 
77 



40651 



NCBI 



Description (AF090446) 22-kDa alpha zein protein 21 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291951 

LIB3059-053-Q1-K1-D9 

BLASTX 

gl6073 

359 

3.0e-34 
117 

(X59526) zein protein [Acetabularia mediterranea] 
291952 

LIB3059-053-Q1-K1-H11 

BLASTN 

g22288 

120 

4.0e-61 

188 
92 

Maize mRNA fragment for endosperm glutelin-2 
291953 

LIB3059-054-Q1-K1-A6 

BLASTX 

gl41605 

221 

2.0e-38 

123 

73 

ZEIN-ALPHA PRECURSOR (19 KD) {CLONE 19C2) 

>gi 72312_pir ZIZM92 19K zein precursor (clone cZ19C2) • 

maize >gi_168680 {M12145) 19 kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291954 

LIB3059-054-Q1-K1-B5 

BLASTX 

g488571 

279 

7.0e-25 

59 

97 

(U09462) histone H3.2 [Medicago sativa] 
291955 

LIB3059-054-Q1-K1-E4 

BLASTX 

g3367596 

169 

4.0e-12 

80 

40 

{AL031135) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



291956 

LIB3059-054-Q1-K1-F10 
BLASTX 



40652 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl41597 
275 

l.Oe-25 

99 

57 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314__pir ZIZM3 19K zein precursor (clone ABO) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 

291957 

LIB3059-054-Q1-K1-G4 

BLASTN 

gl68679 

71 

7.0e-32 

91 

95 

Maize 19 kDa zein mRNA, clone cZ19C2, complete cds . 
>gi_270687_gb_I03334_ Sequence 9 from Patent US 

291958 

LIB3059-054-Q1-K1-G5 

BLASTX 

g629862 

206 

l,0e-16 

57 

70 

zein Zdlr 19K - maize >gi_535021_emb_CAA47 64 0_ (X67203) 
zein Zdl (19 kDa zein) [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291959 

LIB3059-054-Q1-K1-H2 

BLASTX 

gl709619 

347 

5.0e-33 

76 

84 

PROTEIN DISULFIDE ISOMERASE PRECURSOR (PDI) / 
DOLICHYL-DIPHOSPHOOLIGOSACCHARIDE-PROTEIN GLYCOTRANSFERASE 
(GLYCOSYLATION SITE-BINDING CHAIN) (GSBP) 

>gi_2146814_pir S69181 protein disulfide isomerase (EC 

5.3.4.1) precursor - maize >gi_625148 {L39014) protein 
disulfide isomerase [Zea mays] 

291960 

LIB3059-054-Q1-K1-H5 

BLASTX 

gl00940 

336 

l.Oe-31 

85 

80 

zein zAl - maize 



40653 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291961 

LIB3059-055-Q1-K1-A9 

BLASTX 

gl709619 

359 

3.0e-34 

78 

90 

PROTEIN DISULFIDE ISOMERASE PRECURSOR (PDI) / 
DOLICHYL-DIPHOSPHOOLIGOSACCHARIDE-PROTEIN GLYCOTRANSFERASE 
(GLYCOSYLATION SITE-BINDING CHAIN) (GSBP) 

>gi_2146814_pir S69181 protein disulfide isomerase (EC 

5.3.4.1) precursor - maize >gi_625148 (L39014) protein 
disulfide isomerase [Zea mays] 



Seq, 
Seq. 



No. 

ID 



Method 



291962 

LIB3059-055-Q1-K1-B4 
BLASTX 



NCBI GI 


gl68695 1" 


BLAST score 


179 


E value 


5.0e-13 


Match length 


56 


% identity 


66 


NCBI Description 


(M16218) gamma zein [Zea mays] >gi 225315 




zein gamma [Zea mays] 


Seq. No. 


291963 


Seq. ID 


LIB3059-055-Q1-K1-B7 


Method 


BLASTN 


NCBI GI 


gl6072 


BLAST score 


103 


E value 


8.0e-51 


Match length 


235 


% identity 


86 


NCBI Description 


Acetabularia mediterranea zein gene 


Seq. No. 


291964 


Seq. ID 


LIB3059-055-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g4185308 


BLAST score 


304 


E value 


8.0e-28 


Match length 


107 


% identity 


61 


NCBI Description 


(AF090446) 22-kDa alpha zein protein 21 [ 


Seq. No. 


291965 


Seq. ID 


LIB3059-055-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3328221 


BLAST score 


365 


E value 


7,0e-35 


Match length 


80 


% identity 


85 


NCBI Description 


(AF076920) thioredoxin peroxidase [Secale 


Seq- No. 


291966 



1211356A 



40654 



Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3059-055-Q1-K1-D7 

BLASTX 

gl346109 

203 

6,0e-16 

45 

87 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (GPB-LR) (RWD) >gi_540535_dbj__BAA07404_ {D38231; 
RWD [Oryza sativa] 



Seq. No. 291967 

Seq. ID LIB3059-055-Q1-K1-D8 

Method BLASTX 

NCBI GI g2982297 

BLAST score 299 

E value 9.0e-28 

Match length 72 

% identity 81 . . 

NCBI Description {AF051233) KIAA0107-like protein [Picea mariana 

Seq. No. 291968 

Seq. ID LIB3059-055-Q1-K1-D9 

Method BLASTN 

NCBI GI gl244652 

BLAST score 35 

E value 4.0e-10 

Match length 99 



% identity 84 
NCBI Description Zea mays copia-type retroelement PREM-2 gag gene, complete 

cds 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291969 

LIB3059-055-Q1-K1-E12 

BLASTX 

gl6073 

444 

3.0e-44 

121 
75 

(X59526) zein protein [Acetabularia mediterranea] 
291970 

LIB3059-055-Q1-K1-E2 

BLASTX 

gll5484 

189 

3,0e-14 

45 

89 

CALMODULIN 1 >gi_71684_pir ^MCPZDC calmodulin - carrot 

>gi_478632_pir S22971 calmodulin - trumpet lily 

>gi 541839_pir S40301 calmodulin - Red bryony 

>gi~2129970_pir S70768 calmodulin CAM81 - garden petunia 

>gi"l8326_emb_CAA42423_ (X59751) calmodulin [Daucus carota] 
>gi 19447_emb_CAA78301_ {Z12839) calmodulin [Lilium 
longiflorum] >gi_169207 (M80836) calmodulin [Petunia 



40655 




hybrida] >gi_308900 (L18912) calmodulin [Lilium 
longiflorimi] >gi_505154_emb_CAA4 3143_ {X60738) Calmodulin 
[Malus domestical >gi_535444 (ai3882) calmodulin [Pisum 

sativum] >gi_445602_prf 190934 9A calmodulin [Daucus 

carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291971 

LIB3059-055-Q1-K1-E5 

BLASTX 

g2696238 

262 

4.0e-23 

72 

76 

(D67042) aspartate aminotransferase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291972 

LIB3059-055-Q1-K1-E8 

BLASTX 

g4185308 

245 

7.0e-21 

98 

55 

{AF090446) 22-kDa alpha zein protein 21 



[2ea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291973 

LIB3059-055-Q1-K1-F12 

BLASTX 

g463152 

218 

6.0e-18 

73 

62 

(L29505) zein [Zea mays] >gi_1094858_prf__ 
seed storage protein [Zea mays] 



2106415A Met-rich 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



291974 

LIB3059-055-Q1-K1-H10 

BLASTX 

gl41603 

439 

l.Oe-43 
112 

81 

2EIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311_pir 2IZM2 19K zein precursor (clone A20) 

>gi_22529_emb_CAA24723_ (V0147 6) zein [Zea mays] 

291975 

LIB3059-055-Q1-K1-H12 ,^ 

BLASTN 

g22222 

202 

l.Oe-110 

218 

98 



- maize 



40656 



NCBI Description Z.mays ZSF4C4 gene for zein 



Seq. No. 

Seq. ID - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291976 

LIB3059-056-Q1-K1-A2 

BLASTN 

g2345153 

54 

8.0e-22 

94 

8 9 

Zea mays ribsomal protein S4 (rps4) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291977 

LIB3059-056-Q1-K1-A9 

BLASTX 

g419803 

274 

3.0e-24 

111 

51 

zein protein - maize 
mays] 



>gi_168705 (M72708) zein protein [Zea 



Seq. No. 


291978 


Seq. ID 


LIB3059-056-Q1-K1- 


Method 


BLASTX 


NCBI GI 


g2832246 


BLAST score 


218 


E value 


l.Oe-17 


Match length 


99 


% identity 


51 


NCBI Description 


(AF031569) 22-kDa 


Seq. No. 


291979 


Seq. ID 


LIB3059-056-Q1-K1- 


Method 


BLASTX 


NCBI GI 


gl709129 


BLAST score 


528 


E value 


5.0e-54 


Match length 


121 . 


% identity 


81 


NCBI Description 


GLYCOGEN SYNTHASE 



8 [Zea mays] 



3 HOMOLOG MSK 

>gi_4 8101 8_pi r 

alfalfa >gi__313148_emb_CAA48472_ 
[Medicago sativa] 



-3 (EC 2.7.1.-) 

{X68409) protein kinase 



Seq. No. 291980 

Seq. ID LIB3059-056-Q1-K1-D10 

Method BLASTX 

NCBI GI g82065 

BLAST score 213 

E value 3.0e-17 

Match length 88 

% identity 52 

NCBI Description ribosomal protein S3a - Madagascar periwinkle 

>gi 217903 dbj BAA00860 (D01058) ORE [Catharanthus roseus] 



40657 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291981 

LIB3059-056-Q1-K1-D5 

BLASTX 

g3281867 

452 

4.0e-45 

113 

78 

{AL031004) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291982 

LIB3059-056-Q1-K1-E10 

BLASTX 

g4263711 

162 

l.Oe-14 

135 
39 

(AC006223) putative CCR4-associated transcription factor 
[Arabiciopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291983 

LIB3059-056-Q1-K1-E3 

BLASTX 

gl41598 

248 

3.0e-21 

76 

68 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE ZG99) 

>gi_72313_pir ZIZM99 19K zein precursor (clone ZG99) • 

maize >gi_22519_einb_CAA24717_ (V01470) zein [Zea mays] 
>gi_22534_einb_CAA24726__ (V01479) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291984 

LIB3059-056-Q1-K1-E9 

BLASTX 

g960289 

494 

6.0e-50 

130 

72 

(L34343) anthranilate synthase alpha subunit [Ruta 
graveolens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



291985 

LIB3059-056-Q1-K1-F11 

BLASTX 

g2655029 

224 

8.0e-36 

127 

68 

(AF019296) starch synthase isoform zSTSII-1 [Zea mays] 
291986 

LIB3059-056-Q1-K1-G11 



40658 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

gl68586 

169 

l.Oe-20 

83 

73 

{M58656) pyruvate, orthophosphate dikinase [Zea mays] 
291987 

LIB3059-056-Q1-K1-G2 

BLASTX 

gl41602 

327 

2.0e-30 

87 

77 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE M6) 

>gi_82658_pir ^A22831 19K zein precursor (clone M6) - maize 

>gi_22538_emb_CAA26294_ (X02450) zein precursor [Zea mays] 

291988 

LIB3059-056-Q1-K1-H10 

BLASTX 

gl41599 

309 

3.0e-28 

126 

53 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19A2) 

>gi_72316_pir ZIZMA2 19K zein precursor (clone cZ19A2) - 

maize (fragment) >gi_168670 (M12142) 19 kDa zein protein 
[Zea mays] 

291989 

LIB3059-057-Q1-K1-A5 

BLASTX 

gl41603 

270 

7.0e-24 

75 

76 

ZEIN-ALPHA PRECURSOR 
>gi_7 231 l_pi r Z I ZM2 



(19 KD) (CLONE A20) 

19K zein precursor (clone A20) 



- maxze 



>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 
291990 

LIB3059-057-Q1-K1-A7 

BLASTX 

g224513 

161 

4.0e-ll 

91 

47 



NCBI Description zein M6 [Zea mays] 



Seq. No. 
Seq. ID 



291991 

LIB3059-057-Q1-K1-B10 



40659 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl00675 

235 

2.0e-24 

102 
66 

glucose-l-phosphate adenylyltransf erase (EC 2. 7. 7 •27) 
precursor - rice >gi_169759 (J04960) ADP-glucose 
pyrophosphorylase 51kD subunit (EC 2.7.7.27) [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291992 

LIB3059-057-Q1-K1-C5 

BLASTX 

gl41617 

313 

5.0e-29 

105 
60 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZCl) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_10G945_pir B29017 zein 2 - maize 

>gi_22515_er(ib_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291993 

LIB3059-057-Q1-K1-C6 

BLASTX 

gl41603 

240 

5,0e-28 

118 

64 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) 

>gi_22529_emb__CAA24723_ (V01476) zein [Zea mays] 



maize 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291994 

LIB3059-057-Q1-K1-C8 

BLASTX 

g3641838 

220 

6.0e-18 

70 

57 

(AL023094) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



291995 

LIB3059-057-Q1-K1-D10 

BLASTX 

g629862 

294 

9.0e-27 

94 
64 

zein Zdl, 19K - maize >gi_535021_emb_CAA47 640_ {X67203) 
zein Zdl (19 kDa zein) [Zea mays] 



40660 



Seq. No. 


291996 


Seq. ID 


LIB3059-057-Q1--K1-D12 


Method 


BLASTX 


NCBI GI 


g3687251 


BLAST score 


227 


E value 


6.0e-19 


Match length 


86 


% identity 


53 


NCBI Description 


(AC005169) unknown protein [Arabidopsis thaliana] 


Seq. No. 


291997 


Seq. ID 


LIB3059-057-Q1-K1-F10 


Method 


BLASTN 


NCBI GI 


g22544 


BLAST score 


36 


E value 


7.0e-ll 


Match length 


68 


% identity 


88 


NCBI Description 


Maize mRNA (clone A30) for zein (a plant storage protein) 


Seq. No. 


291998 


Seq. ID 


LIB3059-057-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 


332 


K vsliip 


4.0e-31 


Match length 


90 


% identity 


76 


NCBI Descr'iot ion 


(AF034945) glycine— rich RNA binding protein [Zea itiays] 


Seq. No. 


291999 


Seq, ID 


LIB3059-057-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g4371290 


BLAST score 


196 


E value 


3,0e-15 


Match length 


49 


% identity 


73 


NCBI Description 


{AC006260) unknown protein [Arabidopsis thaliana] 


Seq. No. 


292000 


Seq. ID 


LIB3059-057-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


gll84776 


BLAST score 


166 


E value 


l.Oe-15 


Match length 


70 


% identity 


74 


NCBT De^srrlDtion 

1 J- J-Jx^ O V_> J_ J- -i^ V-/ X 4^ 


(U45857) cytosolic glyceroldehyde— 3— phosphate dehydrogena 




GAPC4 [Zea mays] 


Seq. No. 


292001 


Seq. ID 


LIB3059-057-Q1-K1-G6 


Method 


BLASTN 


NCBI GI 


g22524 


BLAST score 


108 



40661 



E value 4.0e-54 

Match length 163 

% identity 92 

NCBI Description Zea mays mRNA encoding a zein (clone ZG31A) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292002 

LIB3059-057-Q1-K1-G8 

BLASTX 

g3236242 

242 

9.0e-21 
73 

{AC004684) putative ribosomal protein L36 [Arabxdopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292003 

LIB3059-057 

BLASTX 

g3935184 

207 

2.0e-16 

124 

44 

(AC004557) 



-Q1-K1-H6 



F17L21.27 [Arabidopsis thaliana] 



292004 

LIB3059-058-Q1-K1-A10 

BLASTX 

g567893 

161 

6.0e-ll 

105 
25 

(L37382) beta-galactosidase-complementation protein 
[Cloning vector] 

292005 

LIB3059-058-Q1-K1-A6 

BLASTX 

g72307 

242 

4.0e-30 

116 

65 

22K zein precursor (clone pZ22.3) - maize >gi_168686 
(J01246) 26.99 kd zein protein [Zea mays] 

292006 

LIB3059-058-Q1-K1-A8 

BLASTX 

g3023356 

159 

2.0e-16 

87 

61 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 



40662 



>gi_2623222 (AF030559) ATP synthase beta-subunit [Mus 
mus cuius] 



Seq* No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length, 

% identity 

NCBI Description 



292007 

LIB3059-058-Q1-K1-C5 

BLASTX 

g3548818 

422 

l.Oe-41 

141 

62 

(AC005313) unknown protein [Arabidopsis thaliana] 
292008 

LIB3059-058-Q1-K1-D9 

BLASTX 

g4220517 

251 

2.0e-21 

91 

49 

(AL035356) hypothetical protein [Arabidopsis thaliana] 
292009 

LIB3059-058-Q1-K1-E12 

BLASTX 

g224508 

177 

l.Oe-17 

118 

59 

zein A20 [Zea mays] 
292010 

LIB3059-058-Q1-K1-E8 

BLASTX 

g451193 

210 

2.0e-25 

109 

63 

(L28008) wali7 [Triticum aestivum] 

>gi_1090845_prf 2019486B wali7 gene [Triticum aestivum] 

292011 

LIB3059-058-Q1-K1-G4 

BLASTX 

g549638 

163 

4.0e-ll 

131 

33 

HYPOTHETICAL 39.6 KD PROTEIN IN MTD1-NUP133 INTERGENIC 

REGION >gi_53927 9_pir S38159 hypothetical protein YKR081c 

- yeast {Saccharomyces cerevisiae) >gi_415901_emb_CAA81632_ 
(Z27116) ORF YKR401 [Saccharomyces cerevisiae] 
>gi 486561 emb CAA82160_ (Z28306) ORF YKROBlc 



40663 



[Saccharomyces cerevisiae] 



292012 

LIB3059-058-Q1-K1-H2 
BLASTX 
gl21472 
156 

2.0e-10 

88 
41 

GLUTELIN 2 PRECURSOR ( ZE IN- GAMMA) (27 KD ZEIN) 
{ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi 72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289__einb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_einb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) gluteiin-2 [Zea mays] 

Seq. No. 292013 

Seq. ID LIB3059-058-Q1-K1-H4 

Method BLASTX 

NCBI GI g3915826 

BLAST score 442 

E value 5.0e-44 

Match length 110 

% identity 75 

NCBI Description 60S RIBOSOMAL PROTEIN L5 

Seq. No. 292014 

Seq. ID LIB3059-059-Q1-K1-A11 

Method BLASTX 

NCBI GI gl41610 

BLAST score 159 

E value l.Oe-10 

Match length 113 

% identity 40 

NCBI Description ZEIN-ALPHA PRECURSOR (CLONE Z4) 

Seq. No. 292015 

Seq. ID LIB3059-059-Q1-K1-E4 

Method BLASTN 

NCBI GI gl68704 

BLAST score 38 

E value 5.0e-12 

Match length 52 

% identity 94 

NCBI Description Zea mays zein protein gene, complete cds 

Seq. No. 292016 

Seq. ID LIB3059-059-Q1-K1-H12 

Method BLASTX 

NCBI GI g224509 

BLAST score 229 

E value 6.0e-19 

Match length 98 

% identity 54 

NCBI Description zein E19~ [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



40664 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292017 

LIB3059-060-Q1-K1-B1 

BLASTX 

g4519539 

332 

3.0e-31 

85 

71 

(AB016256) NAD-dependent sorbitol dehydrogenase [Mains 
domestical 



Seq. No. 


292018 


Seq. ID 


LIB3059-060-Q1-K1-B3 


riex-nou. 


IJ J_liiO J. J^i. 


NCBI GI 


g2668742 


BLAST score 


391 


E value 


5.0e-38 


Match length 


82 


% identity 


90 


NCBI Description 


(AF034 945) glycine-rich RNA binding protein 


Seq. No. 


292019 


Seq. ID 


LIB3059-060-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g2832243 


BLAST score 


291 


E value 


3.0e-26 


Match length 


102 


% identity 


62 


NCBI Description 


(AF031569) 22-kDa alpha zein 4 [Zea mays] 


Seq. No. 


292020 


Seq. ID 


LIB3060-001-Q1-K1-D11 


Method 


BLASTN 


NCBI GI 


g4519187 


BLAST score 


35 


E value 


4.0e-10 


Match length 


79 


% identity 


86 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 



K1G2, complete sequence 



Seq. No. 292021 

Seq. ID LIB3060-001-Q1-K2-B7 

Method BLASTX 

NCBI GI g2921304 

BLAST score 164 

E value 3.0e-ll 

Match length 81 

% identity 47 

NCBI Description {AF0334 96) herbicide safener binding protein [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



292022 

LIB3060-001-Q1-K2-C12 

BLASTX 

g312179 

573 



40665 



E value 
Match length 
% identity 
NCBI Description 



3.0e-59 

123 

92 

(X73151) glyceraldehyde 3-phosphate dehydrogenase 
(phosphorylating) [Zea mays] >gi_1184772 (U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_1185554 (U45858) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292023 

LIB3060-001-Q1-K2-C2 

BLASTX 

gl743354 

255 

4.0e-22 

114 

48 

(Y0987 6) aldehyde dehydrogenase 



(NAD+) [Nicotiana tabacum] 



Seq, No. 


292024 


Seq. ID 


LIB3060-002-Q1-K2-A12 


Method 


BLASTX 


NCBI GI 


g2632254 


BLAST score 


407 


E value 


7.0e-40 


Match length 


110 


% identity 


68 


NCBI Description 


(Y12465) serine/threonine kinase [Sorghum bicolor] 


Seq. No. 


292025 


Seq. ID 


LIB3060-002-Q1-K2-A2 


Method 


BLASTX 


NCBI GI 


gl778149 


BLAST score 


171 


E value 


3.0e-12 


Match length 


61 


% identity 


64 


NCBI Description 


(U66404 ) phosphate/phosphoenolpyruvate translocator 




precursor [Zea mays] 


Seq- No. 


292026 


Seq. ID 


LIB3060-002-Q1-K2-D12 


Method 


BLASTX 


NCBI GI 


g2911073 


BLAST score 


262 


E value 


8.0e-23 


Match length 


120 


% identity 


50 


NCBI Description 


{AL021960) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



292027 

LIB3060-002-Q1-K2-F12 

BLASTX 

g283038 

206 

2,0e-16 
107 



40666 



% identity 49 

NCBI Description chlorophyll a/b-binding protein {cab-m7) precursor 
>gi_22230_emb__CAA37474_ (X53398) light harvesting 
chlorophyll a /b binding protein [Zea mays] 



maize 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292028 

LIB3060-002-Q1-K2-F5 

BLASTX 

g2326947 

285 

2.0e-28 

107 

63 

(Z50801) Chlorophyll a/b-binding protein CP29 precursor 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292029 

LIB3060-002-Q1-K2-F8 

BLASTX 

gl935021 

356 

8.Ge-34 

142 

49 

(Z93775) monosaccharid transport protein [Vicia faba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292030 

LIB3060-002-Q1-K2-H3 

BLASTX 

g3914005 

228 

3.0e-19 

79 

67 

MITOCHONDRIAL LON PROTEASE HOMOLOG 
(U85494) LONl protease [Zea mays] 



1 PRECURSOR >gi_1816586 



Seq. No, 


292031 


Seq. ID 


LIB3Q60-003-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g2407790 


BLAST score 


163 


E value 


l.Oe-19 


Match length 


119 


% identity 


42 


NCBI Description 


(AF019910) grrl [Glycine max] 


Seq. No. 


292032 


Seq. ID 


LIB3060-003-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g3024018 


BLAST score 


457 


E value 


l.Oe-45 


Match length 


113 


% identity 


82 


NCBI Description 


INITIATION FACTOR 5A {EIF-5A) 



>gi_l 54691 9_emb_CAA6 92 2 5_ 



{EIF-4D) 

Y07920) translation initiation 



40667 



factor 5A [Zea mays] >gi_2668738 (AF034943) translation 
initiation factor 5A [Zea mays] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292033 

LIB3060-003-Q1-K1-C12 

BLASTN 

g4502326 

123 

9.0e-63 

211 

90 

Homo sapiens AU RNA-binding protein/enoyl-Coenzyme A 

hydratase (AUH) mRNA >gi_780240_emb_X7 9888_HSAUHMR 

H. sapiens AUH mRNA >gi_1912084_gb__G31445_G31445 human STS 

SHGC-31547 



Seq. No. 


292034 


Seq. ID 


LIB3060-003-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g2766596 


BLAST score 


230 


E value 


5.0e-19 


Match length 


81 


% identity 


54 


NObi uescripiiion 






flexneri] 


Seq. No. 


292035 


Seq. ID 


LIB3060-003-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g4127346 


BLAST score 


268 


E value 


2.0e-23 


Match length 


102 


% identity 


53 


NCBI Description 


(AJ010448) glutathione 


Seq. No. 


292036 


Seq. ID 


LIB3060-003-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


g3885896 


BLAST score 


169 


E value 


3.0e-12 


Match length 


89 


% identity 


45 


NCBI Description 


(AF093636) plastocyani 


Seq. No, 


292037 


Seq. ID 


LIB3060-003-Q1-K1-E6 


Method 


BLASTN 


NCBI GI 


gl658314 


BLAST score 


54 


E value 


2.0e-2I 


Match length 


58 


% identity 


98 


NCBI Description 


O.sativa osr40g3 gene 



homologue of Bacillus subtilis ribG [Shigella 



40668 



Seq* No. 


292038 


Seq. ID 


LIB3060-003-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g4154281 


BLAST score 


239 


E value 


2.0e-20 


Match length 


76 


% identity 


71 


NCBI Description 


{AF082347) C13 endopeptidase NPl precursor [Zea mays] 


Seq. No. 


292039 


Seq. ID 


LIB3060-003-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g4512654 


BLAST score 


162 


E value 


3.0e-ll 


Match length 


105 


% identity 


40 


NCBI Description 


(AC007048) unknown protein [Arabidopsis thaliana] 


Seq. No. 


292040 


Seq. ID 


LIB30 60-004 -Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


gl28688 


BLAST score 


379 


E value 


l.Oe-36 


Match length 


73 


?; identitv 


100 


NCBI Description 


NADH-PLASTOQUINONE OXIDOREDUCTASE CHAIN 3, CHLOROPLAST 


>gi 1363566 pir S58557 NADH dehydrogenase (ubiquinone) 




1.6.5.3) chain 3 - maize chloroplast 




>gi 902227 emb CAA60291_ (X86563) NADH dehydrogenase D3 




[Zea mays] 


Seq. No. 


292041 


Seq. ID 


LIB3060-004-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


gl00880 


BLAST score 


148 


E value 


6.0e-10 


Match length 


29 


% identity 


93 


NCBI Description 


glyceraldehyde-3-phosphate dehydrogenase (NADP+) 




(phosphorylating) {EC 1.2.1.13) A, chloroplast - maize 


Seq. No. 


292042 


Seq. ID 


LIB3060-004-Q1-K1-G12 


Method 


BLASTN 


NCBI GI 


g3970828 


BLAST score 


48 


E value 


4.0e-18 


Match length 


89 


% identity 


89 


NCBI Description 


Homo sapiens HSP105 beta mRNA, complete cds 


Seq. No. 


292043 


Seq. ID 


LIB3060-004-Q1-K1-G4 



(EC 



40669 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g283038 

377 

2.0e-36 

96 

79 

chlorophyll a/b-binding protein i 
>gi_22230_emb_CAA37474_ (X53398)^ 
chlorophyll a /b binding protein 



cab-m7) precursor 
light harvesting 
[Zea mays] 



- maize 



Seq. No. 


292044 


Seq. ID 


LIB3060-004-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g2654870 


BLAST score 


374 


E value 


5.0e-36 


Match length 


118 


% identity 


79 


NCBI Description 


{AF015302) RbohAOsp 


Seq. No. 


292045 


Seq. ID 


LIB3060-005-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g3080392 


BLAST score 


153 


E value 


l.Oe-10 


Match length 


49 


% identity 


63 


NCBI Description 


(AL022603) glucose t 


Seq, No. 


292046 


Seq. ID 


LIB3060-005-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


gl946371 


BLAST score 


529 


E value 


3.0e-54 


Match length 


121 


% identity 


82 


NCBI Description 


{U93215) regulatory 



-1 isolog 



[Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292047 

LIB3060-005-Q1-K1-B8 

BLASTX 

g4185513 

223 

2.0e-18 

88 

50 

{AF102823) actin depolymerizing factor 5 [Arabidopsis 
thaliana] >gi_4185517 (AF102825) actin depolymerizing 
factor 5 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



292048 

LIB3060-005-Q1-K1-F2 

BLASTX 

gl853970 



40670 



• 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



155 

2.0e-10 

99 

36 

{D88122) CPRD46 protein [Vigna unguiculata] 
292049 

LIB3060-005-Q1-K1-G1 

BLASTX 

g3402684 

390 

7.0e-38 

100 
76 

(AC004697) hypothetical protein [Arabidopsis thaliana] 
292050 

LIB3060-005-Q1-K1-G3 

BLASTN 

g2624416 

87 

2.0e-41 

207 

86 

Zea mays rtiRNA for ubiquitin carrier protein UBC7 



292051 

LIB3060-005-Q1-K1-H8 

BLASTX 

g3021270 

159 

l.Oe-10 

115 

30 

(AL022347) serine/threonine kinase 
[Arabidopsis thaliana] 



-like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292052 

LIB3060-006-Q1-K1-B2 

BLASTN 

g3342027 

40 

3.0e-13 

120 

83 

Anigozanthos f lavidus 
complete sequence 



IBS small subunit ribosomal RNA gene. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292053 

LIB3060-006-Q1-K1-B7 

BLASTX 

g3236253 

206 

3.0e-16 

116 

43 

{AC004 684) receptor-like protein kinase [Arabidopsis 



40671 



• 



thaliana] 
292054 

LIB3060-006-Q1-K1-E2 
BLASTX 
g3287951 
221 

5.0e-18 
118 
44 

HYPOTHETICAL 41.6 KD PROTEIN IN FMT-SPOVM INTERGENIC REGION 
>gi 2337804_emb_CAA74265_ {Y13937) YloN protein [Bacillus 
subtilis] >gi_2633947_emb_CAB13448_ (Z99112) similar to 
hypothetical proteins [Bacillus subtilis] 

Seq. No, 292055 

Seq. ID LIB3060-006-Q1-K1-H1 

Method BLASTX 

NCBI GI g3341978 

BLAST score 198 

E value 2.0e-15 

Match length 88 

% identity 50 

NCBI Description (AF044603) cytokinin oxidase [Zea mays] 

Seq. No. 292056 

Seq. ID LIB3060-006-Q1-K1-H4 

Method BLASTX 

NCBI GI g3292814 

BLAST score 160 

E value 2.0e-ll 

Match length 49 

% identity 61 

NCBI Description {AL031018) putative protein [Arabidopsis thaliana] 

Seq. No. 292057 

Seq. ID LIB3060-007-Q1-K1-C10 

Method BLASTX 

NCBI GI g2435522 

BLAST score 298 

E value 5.0e-27 

Match length 145 

% identity 46 . 

NCBI Description (AF024504) contains similarity to other AMP-bindmg enzymes 
[Arabidopsis thaliana] 

292058 

LIB3060-007-Q1-K1-D6 
BLASTX 
gll2994 
358 

4.0e-34 
85 
86 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi 82685 pir S04536 embryonic abundant protein, 

glycine-rTch - maize >gi_22313_emb_CAA31077__ (X12564) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40672 



Seq, No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

292059 

LIB3060-008-Q1-K1-A4 

BLASTN 

g22378 

50 

4.0e-19 

130 
85 

Z.mays gene for nucleic acid binding protein 
292060 

LIB3060-008-Q1-K1-D3 

BLASTX 

g3335347 

284 

l.Oe-25 
96 
57 

(AC004512) Contains similarity to ARI, 
gb_X98309 from Drosophila melanogaster , 
gb_W43120, gb_N65868, gb_H36013, gb_AA042241, gb_T76869 and 
gb_AA042359 come from this gene. [Arabidopsis thaliana] 



RING finger protein 
ESTs gb_T44383, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



292061 

LIB3060-008-Q1-K1-D6 

BLASTN 

g22229 

44 

7.0e-16 

115 

85 

Z.mays cab-m7 gene for light harvesting chlorophyll a/b 
binding protein 

292062 

LIB3060-008-Q1-K1-D9 

BLASTX 

gll8104 

536 

6.0e-55 

120 

86 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb__CAA48638_ (X68678) cyclophilin [Zea mays] 

292063 

LIB3060-008-Q1-K1-E11 

BLASTX 

g3319342 

237 



40673 



• 



E value 
Match length 
% identity 
NCBI Description 



6.0e-20 

90 

54 

(AF077407) similar to mitochondrial carrier proteins (Pfam: 
mit_carr.hinm, score: 79.74 and 42.50) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292064 

LIB3060-008-Q1-K1-F1 

BLASTX 

gl00880 

163 

9.0e-12 

47 

77 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A, chloroplast - maize 

292065 

LIB3060-008-Q1-K1-G8 

BLASTX 

g3450842 

454 

2.0e-45 

130 

65 

(AF080436) mitogen activated protein kinase kinase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



292066 

LIB3060-009-Q1-K1-A6 

BLASTN 

g643596 

101 

9.0e-50 

188 

89 

Corn mRNA for cysteine proteinase, clone CCP, complete cds 



292067 

LIB3060-009-Q1-K1-B3 

BLASTX 

g730536 

239 

l.Oe-20 

67 

75 

60S RIBOSOMAL PROTEIN L23 >gi_310933 (L18915) 
protein subunit L17 [Nicotiana tabacum] 



60S ribosomal 



292068 

LIB3060-009-Q1-K1-C2 

BLASTX 

g2262107 

278 

4.0e-25 
84 



40674 



% identity 

NCBI Description 



64 

{AC002343) 
thaliana] 



Ser/Thr protein kinase isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST scor^ 

E value 

Match length 

% identity 

NCBI Description 



292069 

LIB3060-009-Q1-K1-D8 

BLASTX 

g266578 

268 

l.Oe-23 

56 

89 

METALLOTHIONEIN-LIKE PROTEIN 1 >gi_1008 98_pir S17560 

metallothionein-like protein - maize >gi_236730_bbs_57629 
(S57628) metallothionein homologue [Zea mays. Peptide, 76 
aa] [Zea mays] >gi_559536_emb_CAA57676_ {X82186) 
metallothionein- like protein [Zea mays] 

>gi_228095_prf 1717215A metallothionein-like protein [Zea 

mays] 



Seq. No. 


292070 


Seq. ID 


LIB3060-009-Q1-K1-G4 


Method 


BLASTN 


NCBI GI 


g643596 


BLAST score 




E value 


l.Oe-51 


Match length 


156 


% identity 


92 


NCBI Description 


Corn mRNA for cysteine proteinase, clone 


Seq. No. 


292071 


Seq. ID 


LIB3060-010-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g21697 


BLAST score 


168 


E value 


8.0e-12 


Match length 


73 


% identity 


51 


NCBI Description 


(X66015) cathepsin B [Triticum aestivum] 


Seq. No. 


292072 


Seq. ID 


LIB3060-010-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g4558556 


BLAST score 


156 


E value 


2.0e-10 


Match length 


71 


% identity 


49 


NCBI Description 


(AC007138) predicted protein of unknown 




[Arabidopsis thaliana] 


Seq. No. 


292073 


Seq. ID 


LIB3060-010-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


gll5771 


BLAST score 


611 


E value 


l.Oe-63 



CCP, complete cds 



40675 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_einb_CAA32900_ {X147 94) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 

292074 

LIB3060-010-Q1-K1-E3 

BLASTX 

g3023693 

248 

4.0e-21 

50 
98 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi_1364060_pir JC4253 translation elongation factor 

lalpha - Aureobasidixom pullulans >gi_643455 {U19723) 
translation elongation factor 1-alpha [Aureobasidium 
pullulans] 

292075 

LIB3060-010-Q1-K1-G5 

BLASTX 

g3395443 

307 

4.0e-28 

85 

67 

{AC004683) putative ammonium transporter, 3' partial 
[Arabidopsis thaliana] 

292076 

LIB3060-010-Q1-K1-H11 

BLASTX 

g2827141 

307 

5.0e-28 

142 

45 

(AF027173) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

292077 

LIB3060-010-Q1-K1-H12 

BLASTX 

g4006872 

265 

4.0e-23 

97 

51 

(Z99707) methionyl aminopeptidase-like protein [Arabidopsis 
thaliana] 

292078 

LIB3060-011-Q1-K1-A12 



40676 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2492519 

540 

2.0e-55 

141 

73 

26S PROTEASE REGULATORY SUBUNIT 7 (26S PROTEASOME SUBUNIT 
7) >gi_1395191_dbj_BAA13021_ (D86121) 26S proteasome ATPase 
subunit [Spinacia oleracea] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292079 

LIB3060-011-Q1-K1-A7 

BLASTX 

gl491774 

253 

5.0e-22 

77 

70 

(X99936) cysteine protease [Zea mays] 
292080 

LIB3060-011-Q1-K1-B12 

BLASTX 

gll5771 

604 

7.0e-63 

114 

97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 

292081 

LIB3060-011-Q1-K1-B4 

BLASTX 

gl346883 

645 

l.Oe-67 

126 

99 

PHYTOENE SYNTHASE PRECURSOR >gi__2130144__pir S68307 

phytoene synthase - maize >gi_1098665 (U32636) phytoene 
synthase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292082 

LIB3060-011-Q1-K1-C9 

BLASTX 

g2425066 

148 

2.0e-09 

62 

48 

(AF019147) cysteine proteinase Mir3 



[Zea mays] 



Seq. No. 



292083 



40677 



Seq. ID 


LIB30 60-01 1-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g4091117 


BLAST score 


357 


E value 


2.0e-34 


Match length 


108 


% identity 


72 


NCBI Description 


(AF047428) nucleic acid binding protein [Oryza sativa] 


Seq. No. 


292084 


Seq. ID 


LIB3060-011-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g295855 


BLAST score 


246 


E value 


4.0e-21 


Match length 


114 


% identity 


47 


NCBI Description 


{X15642) P-pyruvate carboxylase [Zea mays] 


Seq. No. 


292085 


Seq. ID 


LIB3060-011-Q1-K1-G9 


Method 


BLASTN 


NCBI GI 


g556685 


BLAST score 


97 


E value 


3.0e-47 


Match length 


185 


% identity 


89 


NCBI Description 


Z.mays mRNA for ADP-ribosylation factor 


Seq. No. 


292086 


Seq. ID 


LIB3060-011-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g3176874 


BLAST score 


221 


E value 


2.0e-18 


Match length 


74 


% identity 


57 


NCBI Description 


{AF065639) cucumi sin- like serine protease [Arabidopsi; 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292087 

LIB3060-012-Q1-K1-A9 

BLASTX 

g2408068 

211 

8.0e-17 

102 

39 

(Z99165) hypothetical protein [Schizosaccharomyces pombe] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



292088 

LIB3060-012-Q1-K1-D11 

BLASTN 

g22223 

84 

l.Oe-39 
157 



40678 



% identity 88 

NCBI Description Maize cab-1 gene for chlorophyll a/b-binding protein 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292089 

LIB3060-012-Q1-K1-E11 

BLASTN 

g2687357 

89 

2.0e-42 

173 

90 

Zea mays nonphototropic hypocotyl 1 
cds 



(nphl) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292090 

LIB3060-012-Q1-K1-E5 

BLASTX 

g4585873 

165 

2.0e-ll 

73 

48 

(AC005850) Putative protein kinase [Arabidopsis thaliana] 
292091 

LIB3060-012-Q1-K1-H9 

BLASTX 

g3176874 

344 

9.0e-40 

116 

72 

(AF065639) cucumisin-like serine protease [Arabidopsis 
thaliana] 



Seq. No. 


292092 


Seq. ID 


LIB3060- 


Method 


BLASTX 


NCBI GI 


g3047111 


BLAST score 


524 


E value 


2,0e-53 


Match length 


139 


% identity 


71 


NCBI Description 


{AF05891 


Seq. No. 


292093 


Seq. ID 


LIB3060- 


Method 


BLASTN 


NCBI GI 


gl698669 


BLAST score 


46 


E value 


9.0e-17 


Match length 


133 


% identity 


85 


NCBI Description 


Zea mays 


Seq. No. 


292094 


Seq. ID 


LIB3060- 



No definition line found [Arabidopsis thaliana] 



013-Ql-Kl-Dl 



(kinl) mRNA, complete cds 



40679 



Method 


il 

TIT 7\ o rrrvr 

BLASTX 


NCBI GI 


gllzy y4 


BLAST score 




E value 


4 . ue J 0 


riaucn ±engun 




% identity 


94 


NCBI Description 


GLYCINE 



CH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb__CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 

Seq. ID 

Metliod 

NCBI GI 

BLAST score 

E value 

MatcJi lengtJi 

% identity 

NCBI Description 



292095 

LIB3060-013-Q1-K1-F7 

BLASTX 

g3024122 

578 

7.0e-60 

132 

85 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) >gi_1778821 
{U82833) S-adenosyl-L-methionine synthetase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292096 

LIB3060-014-Q1-K1-A6 

BLASTX 

g4587556 

214 

4.0e-17 

72 

58 

{AC006577) Similar to gi_1653162 (p)ppGpp 
3-pyrophosphohydrolase from Synechocystis sp genome 
gb__D90911. EST gb_W43807 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292097 

LIB3060-014-Q1-K1-C10 

BLASTN 

gl69818 

131 

2.0e-67 

326 

88 

Rice 25S ribosomal RNA gene 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292098 

LIB3060-014-Q1-K1-C2 

BLASTX 

gll5791 

148 

2.0e-09 

57 

54 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 



40680 



(CAB-2) (LHCP) >gi_81770_pir S01961 chlorophyll 

a/fo-binding protein 2 precursor - soybean 
>gi_18548_emb__CAA31418_ {X12980) chlorophyll a/b binding 
preprotein (AA -33 to 223) [Glycine max] 



Seq. No. 


292099 


Seq. ID 


LIB3060-014-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


gl68586 


BLAST score 


149 


E value 


l.Oe-09 


Match length 


40 


% identity 


75 


NCBI Description 


(M58656) pyruvate, or 


Seq. No, 


292100 


Seq. ID 


LIB3060-014-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g4191796 


BLAST score 


161 


E value 


5.0e-ll 


Match length 


83 


% identity 


42 


NCBI Description 


{AC005917) putative 



[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
292101 

LIB3060-014-Q1-K1-D2 

BLASTX 

g4589961 

200 

2,0e-15 

135 

5 

(AC007169) unknown protein [Arabidopsis thaliana] 
292102 

LIB3060-014-Q1-K1-D8 

BLASTX 

g4589981 

184 

l.Oe-13 

50 

70 

(AC007195) amidophosphoribosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292103 

LIB3060-014-Q1-K1-G6 

BLASTX 

g2842484 

472 

2.0e-47 

137 
63 

(AL021749) 
thaliana] 



tyrosine transaminase-like protein [Arabidopsis 



40681 



Seq, No. 


292104 


Seq, ID 


LIB3060-014-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g548605 


BLAST score 


249 


E value 


2.0e-21 


Match length 


98 


% identity 


61 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 


(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 




>gi 539055 pir A48527 photosystem I protein psaK precursor 




- barley >gi_304220 (L12707) photosystem I PSI-K subunit 




[Hordeum vulgare] 


Seq. No. 


292105 


Seq. ID 


LIB3060-015-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


gl353352 


BLAST score 


407 


E value 


9.0e-40 


Match length 


126 


% identity 


63 


NCBI Description 


(U31975) alanine aminotransferase [Chlamydomonas 




reinhardtii] 


Seq. No. 


292106 


Seq. ID 


LIB3060-015-Q1-K1-C1 


Mpi"hnd 


BLASTX 


NCBI GI 


g3335374 


BLAST score 


196 


E value 


4.0e-15 


Match length 


101 


% identity 


43 


NCBI Description 


(AC003028) glutaredoxin-like protein [Arabidopsis thaliana] 


Seq. No. 


292107 


Seq. ID 


LIB3060-015-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g3805845 


BLAST score 


274 


E value 


3,0e-24 


Match length 


114 


% identity 


54 


NCBI Description 


(AL031986) putative protein [Arabidopsis thaliana] 


Seq. No. 


292108 


Seq. ID 


LIB3060-015-Q1-K1-F3 


Mpthod 


BLASTX 


NCBI GI 


g4581156 


BLAST score 


148 


E value 


l.Oe-09 


Match length 


43 


% identity 


63 


NCBI Description 


(AC006919) putative pyruvate kinase [Arabidopsis thaliana] 


Seq. No. 


292109 



40682 



Seq, ID 


LIB3060-( 


Method 


BLASTX 


NCBI GI 


gl890152 


BLAST score 


184 


E value 


l.Oe-13 


Match length 


57 


% identity 


56 


NCBI Description 


(X92510) 


Seq. No. 


292110 


Seq. ID 


LIB3060- 


Method 


BLASTX 


NCBI GI 


g4006850 


BLAST score 


403 


E value 


2.0e-39 


Match length 


133 


% identity 


56 


NCBI Description 


(Z99707) 


Seq. No. 


292111 


Seq. ID 


LIB3060- 


Method 


BLASTX 


NCBI GI 


g733458 


BLAST score 


373 


E value 


7.0e-36 


Match length 


79 


% identity 


90 


NCBI Description 


{U23190) 



allene oxide synthase [Arabidopsis thaliana] 



[Zea mays] 



Seq. No. 


292112 


Seq. ID 


LIB3060-016 


Method 


BLASTX 


NCBI GI 


g3292814 


BLAST score 


200 


E value 


4,0e-26 


Match length 


107 


% identity 


58 


NCBI Description 


{AL031018) 


Seq. No. 


292113 


Seq. ID 


LIB3060-016 


Method 


BLASTX 


NCBI GI 


g3860263 


BLAST score 


269 


E value 


l.Oe-23 


Match length 


106 


% identity 


52 


NCBI Description 


(AC005824) 




thaliana] 


Seq. No. 


292114 


Seq. ID 


LIB3060-016 


Method 


BLASTX 


NCBI GI 


g4262232 


BLAST score 


269 


E value 


l,0e-23 



016-Q1-K1-A3 



putative cytochrome p450 protein [Arabidopsis 



40683 



Match length 

% identity 

NCBI Description 



111 
52 

(AC006200) 
thaliana] 



putative ribosomal protein L7 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



292115 

LIB3060-016-Q1-K1-D7 

BLASTX 

g3894172 

251 

2.0e-21 

127 

45 

(AC005312) putative cinnamoyl-CoA reductase [Arabidopsis 
thaliana] 

292116 

LIB3060-016-Q1-K1-G6 

BLASTN 

g2981206 

45 

3.0e-16 

77 

90 

Zea mays photosystem I complex PsaH subunit precursor 
(psaH) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

292117 

LIB3060-016-Q1-K1-G7 

BLASTX 

g3080389 

147 

3.0e-09 

91 

43 

{AL022603) putative membrane associated protein 
[Arabidopsis thaliana] 

292118 

LIB3060-016-Q1-K1-H4 

BLASTN 

g342579 

35 

3.0e-10 

51 

92 

Maize chloroplast phosphorylation coupling factor alpha 
subunit (atpA) and proteolipid subunit (atpH) genes, 
complete cds 

292119 

LIB3060-016-Q1-K1-H8 

BLASTX 

gll4649 

192 

l.Oe-14 



40684 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



80 
55 

ATP SYNTHASE C CHAIN (LIPID-BINDING PROTEIN) (SUBUNIT III) 

>gi_67899_pir LWLVA H+-transporting ATP synthase (EC 

3.6.1.34) lipid-binding protein - liverwort (Marchantia 
polymorpha) chloroplast >gi_11653_emb_CAA28066_ {X04465) 
atpH [Marchantia polymorpha] 

292120 

LIB3060-017-Q1-K1-A1 

BLASTX 

gll5786 

504 

3.0e-51 

114 

84 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi_82680_pir ^A29119 chlorophyll a/b-binding 

protein - maize >gi_22357_emb_CAA68451_ (Y00379) LHCP [Zea 
mays] 

292121 

LIB3060-017-Q1-K1-A10 

BLASTX 

gll72977 

275 

l,0e-24 

93 

57 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) cytoplasmic 
ribosomal protein L18 [Arabidopsis thaliana] 



Seq. No. 


292122 


Seq. ID 


LIB3060-017-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g4154281 


BLAST score 


353 


E value 


2.0e-33 


Match length 


73 


% identity 


90 


NCBI Description 


(AF082347) C13 endopeptidase NPl 


Seq. No. 


292123 


Seq. ID 


LIB3060-017-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


gl31388 


BLAST score 


280 


E value 


5. Oe-25 


Match length 


93 


% identity 


73 


NCBI Description 


OXYGEN-EVOLVING ENHANCER PROTEIN 



[Zea mays] 



1 PRECURSOR (OEEi) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat X Sanduri wheat >gi_21844_emb_CAA40670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 



40685 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292124 

LIB3060-017-Q1-K1-D4 

BLASTX 

g3219781 

151 

9.0e-10 

60 

53 

CCR4 -ASSOCIATED FACTOR 1 (CAFl) >gi_726134 (U21854) cCAFl 
protein [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292125 

LIB3060-018-Q1-K1-A10 

BLASTX 

g295825 

331 

7.0e-31 

108 
66 

(X15819) nitrate reductase 



apoenzyme [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292126 

LIB3060-018-Q1-K1-C8 

BLASTN 

g607751 

58 

8.0e-24 

94 

90 

Urochloa panicoides phosphoenolpyruvate carboxykinase 
(PCKl) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292127 

LIB3060-018-Q1-K1-F3 

BLASTX 

g2623310 

214 

4.0e-17 

55 

73 

(AC002409) unknown protein [Arabidopsis thaliana] 
>gi_3402721 (AC004261) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292128 

LIB3060-018-Q1-K1-G10 

BLASTX 

g2854153 

234 

2.0e-19 

128 
45 

(AF045640) 
elegans] 



No definition line found [Caenorhabditis 



Seq. No. 



292129 



40686 



Seq. ID 


LIB306U-018-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g2984709 


BLAST score 


272 


E value 


6,0e-24 


Match length 


75 


% identity 


72 


NCBI Description 


{AF053468) DnaJ-related protein ZMDJl [Zea 


Seq. No. 


292130 


Seq- ID 


LIB3060-018-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g4490702 


BLAST score 


372 


E value 


l.Oe-35 


Match length 


124 


% identity 


56 


NCBI Description 


(AL035680) hypothetical protein [Arabidops. 


Seq. No. 


292131 


Seq. ID 


LIB3060-019-Q1-K1-A11 


Method 


BLASTN 


NCBI GI 


gl68608 


BLAST score 


206 


E value 


l.Oe-112 


Match length 


354 


% identity 


90 


NCBI Description 


Maize 17S ribosomal RNA gene and flanks 


Seq. No. 


292132 


Seq. ID 


LIB3060-019-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g3695005 


BLAST score 


290 


E value 


5.0e-43 


Match length 


120 


% identity 


74 


NCBI Description 


(AF038586) pyruvate dehydrogenase kinase i 




[Zea mays] 


Seq. No. 


292133 


Seq. ID 


LIB3060-019-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g629727 


BLAST score 


180 


E value 


8.0e-14 


Match length 


51 


% identity 


67 


NCBI Description 


phosphoenolpyruvate carboxylase (EC 4,1.1. 




{ fragment ) 


Seq. No. 


292134 


Seq. ID 


LIB3060-019-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


gl076724 


BLAST score 


219 


E value 


8.0e-18 



potato 



40687 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



60 
70 

LHCI-68Q, photosystem I antenna protein - barley 
>gi_666054_emb_CAA59049__ (X84308) LHCI-680, photosystem I 
antenna protein [Hordexom vulgare] 

292135 

LIB3060-019-Q1-K1-D1 

BLASTX 

g3176689 

226 

2.0e-18 

57 

72 

(AC003671) Contains similarity to ubiquitin 
carboxyl-terminal hydrolase 14 gb_Z35927 from S. 
cerevisiae. [Arabidopsis thaliana] 

292136 

LIB3060-019-Q1-K1-D2 

BLASTX . 

g2130042 

148 

5.0e-10 

36 

78 

Mg-chelatase chain Xantha-f - barley >gi_8 61199 {U26916) 
protoporphyrin IX Mg-chelatase subunit precursor [Hordeum 
vulgare] 

292137 

LIB3060-G19-Q1-K1-H2 

BLASTX 

g4558665 

173 

2.0e-12 

86 

45 

(AC0Q7063) putative white protein [Arabidopsis thaliana] 
292138 

LIB3060-020-Q1-K1-B1 

BLASTX 

gl20670 

293 

3.0e-36 

111 

77 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_100879_pir SO 687 9 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) C - maize 
>gi_295853_emb_CAA33620_ {X15596) GAPDH [Zea mays] 

292139 

LIB3060-020-Q1-K1-D6 

BLASTN 

g4240040 



40688 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79 

7.0e-37 

127 

91 

Zea mays ZmGR2c mRNA, complete cds 
292140 

LIB3060-020-Q1-K1-F12 

BLASTX 

gl076678 

266 

l.Oe-23 

65 

83 

ubiquitin / ribosomal protein S27a 



potato (fragment) 



292141 

LIB3060-020-Q1-K1-F3 

BLASTN 

g313759 

40 

l.Oe-13 

75 

87 

Z.mays hsp 70-1 gene for heat shock protein 
292142 

LIB3060-020-Q1-K1-G9 

BLASTX 

g68029 

165 

5.0e-12 

53 

68 

phosphoenolpyruvate carboxylase (EC 4.1.1.31) - maize 
>gi_22408_emb_CAA33317_ (X15239) PEP carboxylase [Zea mays] 

>gi_228619_prf 1807332A phosphoenolpyruvate carboxylase 

[Zea mays] 



Seq. No. 


292143 


Seq. ID 


LIB3060-021-Q1-K1-A6 


Method 


BLASTN 


NCBI GI 


gl69818 


BLAST score 


112 


E value 


3.0e-56 


Match length 


171 


% identity 


92 


NCBI Description 


Rice 25S ribosomal RNA gene 


Seq. No, 


292144 


Seq. ID 


LIB3060-021-Q1-K1-A8 - 


Method 


BLASTX 


NCBI GI 


g3603456 


BLAST score 


466 


E value 


7.0e-47 


Match length 


97 


% identity 


29 



40689 




NCBI Description (AF088848) polyubiquitin [Capsicum chinense] 



Seq. No. 


292145 


Seq, ID 


LIB3060-021-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g4314363 


BLAST score 


182 


E value 


l.Oe-13 


Match length 


95 


% identity 


38 


NCBI Description 


{AC006340) hypothetical protein [Arabidopsis thaliana] 


Seq, No. 


292146 


Seq. ID 


LIB3060-021-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g548605 


BLAST score 


226 


E value 


l.Oe-18 


Match length 


73 


% identity 


71 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 




{LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 




>gi 539055 pir A48527 photosystem I protein psaK precursor 




- barley >gi_304220 {L12707) photosystem I PSI-K subunit 




[Hordeum vulgare] 


Seq. No. 


292147 


Seq. ID 


LIB3060-021-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 


305 


E value 


5.0e-28 


Match length 


86 


% identity 


73 


NCBI Description 


(AF034 945) glycine-rich RNA binding protein [Zea mays] 


Seq. No. 


292148 


Seq. ID 


LIB3060-021-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3789954 


BLAST score 


324 


E value 


3,0e-30 


Match length 


111 


% identity 


58 


NCBI Description 


(AF09477 6) chlorophyll a/b-binding protein precursor [Oryza 




sativa] 


Seq. No. 


292149 


Seq. ID 


LIB3060-021-Q1-K1-G2 


Method 


BLASTN 


NCBI GI 


g4105122 


BLAST score 


69 


E value 


l.Oe-30 


Match length 


121 


% identity 


89 


NCBI Description 


Zea mays cell wall invertase (incw3) gene, complete cds 



40690 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292150 

LIB3060-021-Q1-K1-H8 

BLASTX 

gll6526 

523 

2.0e-53 

108 

92 

PROBABLE CLPP-LIKE PROTEASE (ENDOPEPTIDASE CLP) (ORF 216) 

>gi__82522_pir JQ0251 hypothetical 24. 7K protein 

{rpsl2-psbN intergenic region) - rice chloroplast 
>gi_12012_einb_CAA33972_ {X15901) ORF216 [Oryza sativa] 
>gi_226633_prf 1603356BG ORF 216 [Oryza sativa] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292151 

LIB3060-022-Q1-K1-A9 

BLASTX 

g2407279 

240 

2.0e-20 

57 

88 

(AF017362) aldolase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292152 

LIB3060-022-Q1-K1-B11 

BLASTX 

gl777312 

188 

2.0e-14 

95 

45 

(D30622) novel serine/threonine protein Icinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292153 

LIB3060-022-Q1-K1-C8 

BLASTX 

g3790102 

269 

8.0e-24 

106 

54 

(AFO 95521) pyrophosphate-dependent phosphofructokinase 
alpha subunit [Citrus X paradisi] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292154 

LIB3060-022-Q1-K1-E5 

BLASTX 

g3228517 

242 

2.0e-20 

82 
55 

(AF007788) ETTIN [Arabidopsis thaliana] 



Seq, No. 



292155 



40691 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% .identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



LIB3060-022-Q1-K1- 

BLASTX 

gl255199 

150 

l.Oe-09 

118 

30 

{U50828) 



■F2 



sel-1 gene product [Caenorhabditis elegans] 



292156 

LIB3Q60-022-Q1-K1-F8 

BLASTX 

g308Q396 

153 

4.0e-10 

66 

47 

(AL022603) putative protein 



[Arabidopsis thaliana] 



292157 

LIB3060-023-Q1-K1-D7 

BLASTX 

gl041815 

160 

8.0e-ll 

55 

51 

(U16721) lipid transfer protein [Oryza sativa] 
292158 

LIB3060-023-Q1-K1-E11 

BLASTX 

gll5771 

500 

8.0e-51 

106 

88 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224__emb_CAA32900_ (X147 94) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 

292159 

LIB3060-024-Q1-K1-A9 

BLASTX 

gl68643 

309 

2.0e-28 

101 

67 

{L02540) NADPH HC-toxin reductase [Zea mays] 
292160 

LIB3060-024-Q1-K1-B3 

BLASTX 

g3450842 



40692 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



11 
202 

l.Oe-15 

138 

44 

(AF080436) 
sativa] 



mitogen activated protein kinase kinase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



292161 

LIB3060-024-Q1-K1-C10 

BLASTX 

gl20657 

220 

4.0e-18 

95 

55 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_66024__pir DEZMG3 

giyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) {EC 1.2.1,13) A precursor, chloroplast - 
maize >gi_168479 {M18976) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] >gi_7 63035__emb__CAA33455__ {X15408) 
glyceraldehyde-3-phosphate dehydrogenase [Zea mays] 

292162 

LIB3060-024-Q1-K1-F12 

BLASTX 

g2651310 

166 

l.Oe-11 

63 

52 

{AC0D2336) putative PTR2-B peptide transporter [Arabidopsis 
thaliana] 

292163 

LIB3060-024-Q1-K1-H1 

BLASTX 

g2511541 

440 

l.Oe-43 

100 

84 

(AF020787) DNA-binding protein GBP16 [Oryza sativa] 
292164 

LIB3060-025-Q1-K1-C8 

BLASTX 

g2326947 

198 

8.0e-20 

121 

47 

{Z50801) Chlorophyll a/b-binding protein CP29 precursor 
[Zea mays] 

292165 

LIB3060-025-Q1-K1-D1 



40693 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3169179 

151 

6.0e-10 

38 
68 

(AC004401) 
thaliana] 



putative N-acetyltransf erase [Arabidopsis 



Seq, No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292166 

LIB3060-025-Q1-K1-E10 

BLASTX 

g2586083 

264 

4.0e-23 

132 

9 

{U72725) receptor kinase-like protein [Oryza 
longistaminata] 

292167 

LIB3060-025-Q1-K1-E4 

BLASTX 

g2262107 

167 

l.Oe-11 

41 

71 

{AC002343) Ser/Thr protein kinase isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292168 

LIB3060-025-Q1-K1-F2 

BLASTX 

g2129627 

484 

8.0e-49 

143 

60 

K+-channel - Arabidopsis thaliana >gi_1165000_emb_CAA63601_ 
{X93022) K+ channel [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



292169 

LIB3060-025-Q1-K1-F5 

BLASTX 

g2980804 

148 

2.0e-09 

44 

75 

(AL022197) hypothetical protein [Arabidopsis thaliana] 
292170 

LIB3060-025-Q1-K1-H5 

BLASTX 

g3355308 

302 



40694 



E value 


l.Oe-27 


Match length 


98 


% identity 


60 


NCBI Description 


{AJ009695) wall-associated kinase 4 


Seq. No. 


292171 


Seq. ID 


LIB3060-025-Q1-K1-H8 


Method 


blAstx 


NCBI GI 


g4336436 


BLAST score 


355 


E value 


l.Oe-33 


Match length 


110 


% identity 


65 


NCBI Description 


(AF092432) protein phosphatase type : 


Seq. No. 


292172 


Seq, ID 


LIB3060-026-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g479256 


BLAST score 


205 


E value 


4. Oe-16 


Match length 


99 


% identity 


49 


NCBI Description 


ribosomal protein L12.1, chloroplast 




>gi_1345575_emb_CAA48400_ (X68325) r. 




[Secale cereale] 


Seq. No. 


292173 


Seq. ID 


LIB3060-026-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g631955 




276 


E value 


2.0e-24 


Match length 


47 


% identity 


98 


NCBI Description 


chlorophyll a/b binding protein type 




temulentum L 


Seq, No. 


292174 


Seq. ID 


LIB306'0-026-Ql-Kl-B6 


Method 


BLASTX 


NCBI GI 


g82080 


BLAST score 


307 


E value 


3. Oe-28 


Match length 


80 


% identity 


75 


NCBI Description 


chlorophyll a/b-binding protein type 




>gi_226872_prf 1609235A chlorophyll 




[Lycopersicon esculentum] 


Seq. No. 


292175 


Seq. ID 


LIB3060-026-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g401114 


BLAST score 


193 


E value 


9.0e-15 


Match length 


41 



[Arabidopsis thaliana] 



[Lotus japonicus] 



rye 



(LHCI) - Lolium 



40695 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



95 

SUCROSE-PHOSPHATE SYNTHASE (UDP-GLUCOSE-FRUCTOSE-PHOSPHATE 
GLUCOSYLTRANSFERASE ) >gi_8 272 6_pir JQl 32 9 

sucrose-phosphate synthase (EC 2.4.1.14) - maize >gi__168626 
(M97550) sucrose phosphate synthase [Zea mays] 



292176 

LIB3060-026-Q1-K1-F3 

BLASTX 

g3641837 

290 

4.0e-26 

67 

84 

{AL023094) Nonclathrin coat protein gamma 
[Arabidopsis t ha liana] 



like protein 



292177 

LIB3060-026-Q1-K1-F5 

BLASTX 

g3641837 

283 

2.0e-25 

77 

75 

(AL023094) Nonclathrin 
[Arabidopsis thaliana] 



coat protein gamma - lilce protein 



292178 

LIB3060-026-Q1-K1-H6 

BLASTX 

gll5815 

454 

2.0e-45 

105 

83 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-M9) (LHCP) >gi_100866_pir S13098 chlorophyll 

a/b-binding protein precursor - maize 
>gi_22355_emb_CAA39376_ {X55892) light-harvesting 
chlorophyll a/b binding protein [Zea mays] 

292179 

LIB3060-027-Q1-K1-A10 

BLASTX 

g4539677 

255 

5.0e-22 

95 

54 

(AF061282) patatin-like protein [Sorghum bicolor] 
292180 

LIB3060-027-Q1-K1-G3 

BLASTX 

gl237250 

271 



40696 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-24 

135 

39 

{X96784) cytochrome P450 [Nicotiana tabacum] 
292181 

LIB3060-027-Q1-K1-G8 

BLASTX 

gl21446 

233 

l.Oe-19 

114 

48 

FERREDOXIN-DEPENDENT GLUTAMATE SYNTHASE PRECURSOR 

(FD-GOGAT) >gi_100877_pir A38596 glutamate synthase 

(ferredoxin) {EC 1.4.7.1) - maize >gi_168477 (M59190) 
ferredoxin-dependent glutamate synthase [Zea mays] 





Seq. No. 


292182 




Seq. ID 


LIB3060-028-Q1-K1-B3 


hM 


Method 


BLASTX 


%.i - 


NCBI GI 


gl352830 


yj 


BLAST score 


182 




E value 


l.Oe-17 




Match length 


81 




% identity 


60 




NCBI Description 


VACUOLAR ATP SYNTHASE 






SUBUNIT) >gi_1049253 






subunit [Zea mays] 




Seq. No. 


292183 




Seq. ID 


LIB3060-028-Q1-K1-G1 




Method 


BLASTX 




NCBI GI 


g21693 




BLAST score 


184 




E value 


9.0e-14 




Match length 


66 




% identity 


48 




NCBI Description 


(X66012) cathepsin B 




Seq. No. 


292184 




Seq. ID 


LIB3060-028-Q1-K1-G9 




Method 


BLASTX 




NCBI GI 


g4468807 




BLAST score 


214 




E value 


3.0e-17 




Match length 


89 




% identity 


43 




NCBI Description 


(AL035601) cytochrome 



CATALYTIC SUBUNIT A (V-ATPASE 69 KD 
[U36436) vacuolar ATPase 69 kDa 



[Arabidopsis thaliana] 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 



292185 

LIB3060-028-Q1-K1-H4 

BLASTN 

gl75854 

41 

8.0e-14 



40697 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



49 
96 

O.sativa 28S large subunit rRNA, 5' end 
292186 

LIB3060-029-Q1-K1-A6 

BLASTX 

g3080389 

177 

8,0e-13 

36 

92 

{AL022603) putative membrane associated protein 
[Arabidopsis thaliana] 

292187 

LIB3060-029-Q1-K1-B4 

BLASTX 

gll5815 

518 

6.0e-53 

122 

84 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-M9) (LHCP) >gi_100866_pir S13098 chlorophyll 

a/b-binding protein precursor - maize 
>gi_22355_emb_CAA39376_ (X558 92) light-harvesting 
chlorophyll a/b binding protein [Zea mays] 

292188 

LIB3060-029-Q1-K1-C8 

BLASTX 

g4325282 

208 

2.0e-16 

62 

60 

(AF123310) NAC domain protein NAM [Arabidopsis thaliana] 
>gi_4325286_gb_AAD17314_ (AF123311) NAC domain protein NAM 
[Arabidopsis thaliana] 

292189 

LIB3060-029-Q1-K1-G12 

BLASTX 

g3080738 

258 

2,0e-22 

85 

61 

(U77365) pasticcino 1- 
292190 

LIB3060-029-Q1-K1-G9 
BLASTX 
gll5771 
686 

l.Oe-72 



■A [Arabidopsis thaliana] 



40698 



Match length 

% identity 

NCBI Description 



II 

128 
99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-l) (LHCP) >gi_82682__pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_einb_CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 



Seq* No. 


292191 


Seq. ID 


LIB3060-029-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g479406 


BLAST score 


543 


E value 


8.0e-56 


Match length 


114 


^ 1 Hpnt* 1 1 V 


86 


NCBI Description 


chlorophyll a/b-binding protein - garden pea 




>gi_20671_emb_CAA49149_ (X69215) chlorophyll a/b-binding 




protein [Pisum sativum] 


Seq. No. 


292192 


Seq. ID 


LIB3060-030-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g2570517 


BLAST score 


196 


W 1 HP 


4.0e-15 


Match length 


79 


% identity 


63 


NCBI Description 


(AF022741) thioredoxin F isoform [Oryza sativa] 


Seq. No. 


292193 


Seq. ID 


LIB3060-030-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g3881978 


BLAST score 


158 


E value 


l.Oe-10 


Match length 


52 


% identity 


56 


NCBI Description 


(Y11348) annexin-like protein [Medicago sativa] 


Seq. No. 


292194 


Seq. ID 


LIB3060-030-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


gl31388 


BLAST score 


189 


E value 


l.Oe-14 


Match length 


75 


% identity 


56 


NCBI Description 


OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEEl) (33 




SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOS YSTEM II) (33 



KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat X Sanduri wheat >gi_21844_emb_CAA40670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 



Seq. No. 



292195 



40699 



II 



Seq. ID 


LIB3060-030-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


gll5771 


BLAST score 


457 


E value 


7,0e-46 


Match length 


92 


% identity 


92 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 


(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 




a/b-binding protein precursor - maize 




>gi_22224_emb_CAA32900_ (X14794) chlorophyll a/b-binding 




preprotein (AA 1 - 262) [Zea mays] 


Seq. No. 


292196 


Seq. ID 


LIB3060-030-Q1-K1-D12 


Method 


BLASTN 


NCBI GI 


g4321761 


BLAST score 


114 


E value 


2.0e-57 


Match length 


126 


% identity 


98 


NCBI Description 


Zea mays transcription factor MYC7E mRNA, partial cds 


Seq. No. 


292197 


Seq. ID 


LIB3060-030-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g4154281 


BLAST score 


289 


E value 


3.0e-26 


Match length 


95 


% identity 


60 


NCBI Description 


(AF082347) C13 endopeptidase NPl precursor [Zea mays] 


Seq. No. 


292198 


Seq, ID 


LIB3060-030-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


gll5815 


BLAST score 


421 


E value 


l.Oe-41 


Match length 


96 


% identity 


84 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 




(CAB-M9) (LHCP) >gi_100866_pir S13098 chlorophyll 




a/b-binding protein precursor - maize 




>gi_22355_emb_CAA3937 6_ (X55892) light-harvesting 




chlorophyll a/b binding protein [Zea mays] 


Seq. No. 


292199 


Seq, ID 


LIB3060-030-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g3258575 


BLAST score 


480 


E value 


2.0e-48 


Match length 


131 


% identity 


72 


NCBI Description 


{U89959) Hypothetical protein [Arabidopsis thaliana] 



40700 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292200 

LIB3060-032-Q1-K1-B8 

BLASTN 

g643596 

58 

6.0e-24 

58 

100 

Corn rtiRNA for cysteine proteinase, clone CCP, complete cds 
292201 

LIB3060-032-Q1-K1-C4 

BLASTX 

gll5771 

179 

3.0e-13 

77 

52 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 

292202 

LIB3060-032-Q1-K1-E5 

BLASTX 

g3122914 

394 

4.0e-50 

122 

80 

VALYL-TRNA SYNTHETASE (VALINE—TRNA LIGASE) (VALRS) 
>gi_1890130 (U89986) valyl tRNA synthetase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



292203 

LIB3060-032-Q1-K1-G6 

BLASTX 

g266578 

187 

3.0e-14 

56 

57 

METALLOTHIONEIN-LIKE PROTEIN 1 >gi_1008 98_pir S17560 

metallothionein-like protein - maize >gi_236730_bbs_57629 
{S57628) metallothionein homologue [Zea mays, Peptide, 76 
aa] [Zea mays] >gi_559536_emb_CAA57 676__ (X82186) 
metallothionein- lilce protein [Zea mays] 

>gi_228095_prf 1717215A metallothionein-like protein [Zea 

mays] 

292204 

LIB3060-034-Q1-K1-F2 

BLASTN 

g22263 

76 



40701 



E value 


7.0e-35 


Match length 


80 


% identity 


99 


NCBl Description 


Z.mays Ds insertion element 


Seq. No, 


292205 


Seq. ID 


LIB3060-034-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


gl086586 


BLAST score 


146 


E value 


8.0e-10 


Match length 


122 


% identity 


34 


NCBI Description 


(U41007) similar to G beta repeats (PROSITE: PS00670) 




[Caenorhabditis elegans] 


Seq, No. 


292206 


Seq, ID 


LIB3060-034-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


gl680686 


BLAST score 


321 


E value 


1. Oe-29 


Match length 


70 


% identity 


87 


NCBI Description 


(U51330) rust resistance kinase LrlO [Triticum aestivum] 


Seq, No. 


292207 


Seq, ID 


LIB3060-035-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


gll5771 


BLAST score 


349 


E value 


3.0e-42 


Match length 


90 


% identity 


91 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 




(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 




a/b-binding protein precursor - maize 




>gi_22224_emb_CAA32900_ (X14794) chlorophyll a/b-binding 




preprotein (AA 1 - 262) [Zea mays] 


Seq, No. 


- 

292208 


Seq, ID 


LIB3060-035-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g451193 


BLAST score 


175 


E value 


l,0e-12 


Match length 


70 


% identity 


50 


NCBI Description 


(L28008) wali7 [Triticiom aestivum] 




>gi_1090845_prf 2019486B wali7 gene [Triticum aestivum] 


Seq, No. 


292209 


Seq, ID 


LIB3060-035-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g2129677 


BLAST score 


180 


E value 


3,0e-13 



40702 



Match length 

% identity 

NCBI Description 



59 
61 

probablel N-acetyltransferase hookless 1 - Arabidopsis 
thaliana >gi_1277090 (U50399) putative N-acetyltransferase 
hooklessl [Arabidopsis thaliana] >gi_1277092 {U50400) 
putative N-acetyltransferase hooklessl [Arabidopsis 
thaliana] >gi_4 4 68 98 3_emb_CAB3 8 2 97_ (AL035605) probable 
N-acetyltransferase hookless 1 [Arabidopsis thaliana] 



Seq. No. 


292210 


Seq. ID 


LIB3060-035-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g4097549 


BLAST score 


153 


valiip 


5 . Oe-10 


Match length 


62 


% identity 


48 


NCBI Description 


(U64907) ATFP4 [Arabidopsis thai. 


Seq. No. 


292211 


Seq. ID 


LIB3060-035-Q1-K1-D9 


Method 


BLASTN 


NCBI GI 


g998429 


BLAST score 


34 


E value 


2-0e-09 


Match length 


38 


% identity 


97 


NCBI Description 


GRFl=general regulatory factor [ 




5348 nt] 


Seq. No. 


292212 


Seq. ID 


LIB3060-035-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


gll5815 


BLAST score 


473 


E value 


l.Oe-47 


Match length 


102 


% identity 


86 

CHLOROPHYLL A-B BINDING PROTEIN 


NCBI Description 




{CAB-M9) (LHCF) >gi_100866_pir 




a/b-binding protein precursor - i 




>gi_22355_einb_CAA39376_ (X55892) 




chlorophyll a/b binding protein 


Seq. No. 


292213 


Seq. ID 


LIB3060-035-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g2306981 


BLAST score 


159 


E value 


3.0e-17 


Match length 


109 


% identity 


61 


NCBI Description 


{AF010321) photosystem I antenna 


Seq. No. 


292214 


Seq. ID 


LIB3060-035-Q1-K1-F7 


Method 


BLASTX 



I PRECURSOR 



40703 



11 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3913427 
330 

7.0e-31 . 

126 

58 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1532073_emb_CAA69075_ (Y07767) 
S-adenosylmethionine decarboxylase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292215 

LIB3060-035-Q1-K1-G11 

BLASTX 

gl41608 

330 

9.0e-31 

124 

57 

ZEIN-ALPHA PRECURSOR (19 KD) (PMSl) >gi_100943_pir 
zein, 19K - maize >gi_2244 6_emb_CAA37 651_ (X53582)'" 
zein [Zea mays] 



_S15655 
19 kDa 



Seq* No. 


292216 


Seq. ID 


LIB3060-036-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g4586378 


BLAST score 


370 


E value 


2.0e-35 


Match length 


98 


% identity 


76 


NCBI Description 


(ABG21746) nicotianamine synthase 1 [Oryza sativa] 


Seq. No. 


292217 


Seq. ID 


LIB3060-036-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g4115938 


BLAST score 


343 


E value 


2.0e-32 


Match length 


110 


% identity 


69 


NCBI Description 


(AF118223) contains similarity several bacterial 



glutathione-regulated potassium efflux system proteins 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292218 

LIB3060-036-Q1-K1-D1 

BLASTX 

g3341747 

311 

l.Oe-28 

117 

50 

{AF077130) receptor-like protein kinase 



[Oryza sativa] 



Seq, No. 
Seq. ID 

Method 
NCBI GI 



292219 

LIB3060-036-Q1-K1-G10 

BLASTX 

g283038 



40704 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



461 

3.0e-4 6 

106 ^ 
84 

chlorophyll a/b-binding protein (cab-m7) precursor 
>gi_22230_emb_CAA37474_ (X53398) light harvesting 

chlorophyll a /b binding protein [Zea mays] 



- maize 



Seq. No- 


292220 


Seq. ID 


LIB3060-036-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g2627181 


BLAST score 


495 


E value 


4 .Oe-50 


Match length 


119 


% identity 


76 


NCBI Description 


(D89619) cycloartenol synthase [Pisum sativum] 


Seq, No. 


292221 


Seq, ID 


LIB3060-036-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 


208 


E value 


2.0e-24 




81 


% identity 


81 


NCBI Description 


{AF034945) glycine-rich RNA binding protein [Zea 


Seq. No. 


292222 


Seq. ID 


LIB3060-036-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g4262224 


BLAST score 


271 


E value 


6.0e-24 


Match length 


84 


% identity 


64 


NCBI Description 


(AC006200) putative amino acid or GABA permease 




[Arabidopsis thaliana] 


Seq. No. 


292223 


Seq. ID 


LIB3060-037-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl20663 


BLAST score 


361 


E value 


2.0e-34 


Match length 


113 



% identity 

NCBI Description 



61 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE B PRECURSOR, 

CHLOROPLAST >gi_66027_pir DEPMNB 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2,1.13) B precursor, chloroplast - 
garden pea >gi_309671 (M55147) glyceraldehyde-3-phosphate 
dehydrogenase B subunit [Pisum sativum] 



Seq. No. 
Seq. ID 
Method 



292224 

LIB3060-037-Q1-K1-C6 
BLASTN 



40705 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g342582 
179 

4,0e-96 

295 

94 

Maize chloroplast cytochrome b559 alpha- and beta-subunit 
(psbE and F) , cytochrome b6-f complex (petE) , and 
photosystem II polypeptide, complete cds, Pro-tRNA and 
Trp-tRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292225 

LIB3060-037-Q1-K1-D2 

BLASTX 

gll6527 

164 

3,0e-ll 

48 

52 

PROBABLE CLPP-LIKE PROTEASE (ENDOPEPTIDASE CLP) (ORF 196) 
>gi_1143166 (U32397) ClpP protease [Nicotiana tabacum] 
>gi_2924270_emb_CAA77422_ (Z00044) ATP-dependent protease 
proteolytic subuni [Nicotiana tabacum] 



Seq. No. 


292226 


Seq. ID 


LIB3060-037-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g4262240 


BLAST score 


325 


E value 


3.0e-30 


Match length 


102 


% identity 


61 


NCBI Description 


(AC006200) putative stress prot 


Seq. No. 


292227 


Seq. ID 


LIB3060-038-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g2501189 


BLAST score 


281 


E value 


l.Oe-25 


Match length 


67 


% identity 


87 


NCBI Description 


THIAMINE BIOSYNTHETIC ENZYME 1- 



>gi_2 13014 6_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292228 

LIB3060-038-Q1-K1-D12 

BLASTX 

g2244786 

188 

3.0e-14 

55 

67 

(297335) ribonucleoprotein homolog [Arabidopsis thaliana] 



Seq. No. 



292229 



40706 



Seq, ID 


LIBJUoO-O Jo-Ql-Kl-Elz 


Method 


o T TV o mv 

BLASTX 


NCBI GI 


g4416302 


BLAST score 


407 


E value 


8, Oe-40 


Match length 


79 


% identity 


97 


NCBI Description 


{AF105716) copia-type pol polyprotein [Zea mays] 


Seq. No. 


292230 


Seq, ID 


LIB3060-038-Q1-K1-G6 


Method 


BLASTN 


NCBI GI 


g451192 


BLAST score 


45 


E value 


3.0e-16 


Match length 


109 


% identity 


85 


NCBI Description 


Triticum aestivum (wali7) mRNA, 3' end, partial cds 


Seq. No. 


292231 


Seq. ID 


LIB30 60-03 9-Q1-K1-C4 


Method 


BLASTN 


NCBI GI 


g236729 


BLAST score 


40 


E value 


4.0e-13 


Match length 


174 


% identity 


86 


NCBI Description 


metallothionein homologue [Zea mays, Genomic/mRNA, 


Seq. No. 


292232 


Seq. ID 


LIB3060-039-Q1-K1-D11 


Method 


BLASTN 


NCBI GI 


g2463566 


BLAST score 


67 


E value 


3. Oe-29 


Match length 


103 


% identity 


91 


NCBI Description 


Zea mays mRNA for squalene synthase, complete cds 


Seq. No. 


292233 • 


Seq. ID 


LIB3060-039-Q1-K1-E4 


Method 


BLASTN 


NCBI GI 


gl68520 


BLAST score 


48 


E value 


2. Oe-18 


Match length 


124 


% identity 


85 


NCBI Description 


Maize glyceraldehyde-3-phosphate dehydrogenase mRNA 


Seq. No. 


292234 


Seq. ID 


LIB3060-039-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


gl29231 


BLAST score 


187 


E value 


4.0e-14 


Match length 


79 


% identity 


48 



40707 




NCBI Description ORYZAIN ALPHA CHAIN PRECURSOR >gi_67644_pir KHRZOA oryzain 

(EC 3.4.22.-) alpha precursor - rice 

>gi_218181__dbj_BAA14402_ {D90406) oryzain alpha precursor 
[Oryza sativa] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292235 

LIB3060-039-Q1-K1-G1 

BLASTX 

gll5772 

167 

l.Oe-11 

48 

75 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-l) (LHCP) >gi_82460_pir S03705 chlorophyll 

a/b-binding protein IR precursor - rice 

>gi_20178_eitib_CAA32108_ {X13908) chlorophyll a/b-binding 
preprotein (AA -31 to 235) [Oryza sativa] 

292236 

LIB3060-039-Q1-K1-H1 
BLASTX 
gll6526 
■ 172 
6.0e-16 
72 
65 

PROBABLE CLPP-LIKE PROTEASE (ENDOPEPTIDASE CLP) (ORE 216) 

>gi_82522_pir JQ0251 hypothetical 24, 7K protein 

{rpsl2-psbN intergenic region) - rice chloroplast 
>gi_12012_emb_CAA33972_ {X15901) ORF216 [Oryza sativa] 
>gi_226633_prf 1603356BG ORF 216 [Oryza sativa] 

292237 

LIB3060-039-Q1-K1-H8 

BLASTX 

gl345683 

314 

4,0e-29 

80 

76 

CATALASE ISOZYME 3 >gi_4 87045_pir S37379 catalase (EC 

1.11.1.6) 3 - maize >gi_168437 (L05934) catalase [Zea mays] 

292238 

LIB3060-040-Q1-K1-B11 

BLASTX 

gl076809 

212 

l.Oe-17 

43 

95 

H+-transporting ATPase (EC 3.6,1.35) - maize 
>gi_758355_emb_CAA59800_ (X85805) H ( + ) -transporting ATPase 
[Zea mays] 



Seq. No. 



292239 



40708 



Seq, 
Mett 
NCB] 
BLA£ 
E va 
Mate 



core 

ength 
ity 



NCBI Description 



LIB3060-040-Q1-K1-B9 

BLASTN 

gll81672 

52 

2.0e-20 

116 

87 

Sorghum bicolor heat shock protein 70 cognate (hsc70) mRNA, 
partial cds 



Seq. No. 


292240 


Seq. ID 


LIB3060-040-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


gl68435 


BLAST score 


196 


E value 


4.0e-15 


Match length 


43 


% identity 


88 


NCBI Description 


{M33103) catalase isozyme 3 (EC 1.11.1.6) [Zea mays] 


Seq. No. 


292241 


Seq. ID 


LIB3060-040-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g4249402 


BLAST score 


217 


E value 


l.Oe-17 


Match length 


128 


% identity 


42 


WPRT np«?r'Ti nt "i on 


(AC006072) unknown protein [Arabidopsis thaliana] 


Seq. No. 


292242 


Seq, ID 


LIB3060-040-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


gll3621 


BLAST score 


287 


E value 


2.0e-26 


Match length 


61 


% identity 


90 


NPRT np^^PTint ion 

\^X-J --L J-^* O \^ ^ -Xm- \w/ -L X 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 


>gi 68196 pir ADZM f ructose-bisphosphate aldolase [EC 




4.1.2,13), cytosolic - maize >gi 168420 (M16220) aldolase 




[Zea mays] >gi 295850 emb CAA31366 (X12872) fructose 




bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 




cytoplasmic aldolase [Zea mays] 


Seq. No. 


292243 


Seq, ID 


LIB3060-040-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g4249402 


BLAST score 


197 


E value 


l.Oe-15 


Match length 


58 


% identity 


64 


NCBI Description 


(AC006072) unknown protein [Arabidopsis thaliana] 


Seq. No. 


292244 


Seq. ID 


LIB3060-040-Q1-K1-G6 



40709 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 
g22464 
87 

4.0e-41 

151 
89 

Maize rbcS gene for ribulose-l, 5-bisphosphate 
carboxylase/oxygenase small subunit (EC 4.1.1, 



39) 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292245 

LIB3060-041-Q1-K1-B12 

BLASTX 

gl31388 

158 

6.0e-ll 

64 

56 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEEl) (33 KD 
SUBUNIT^ OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_1008 31_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat X Sanduri wheat >gi__21844_emb_CAA40670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 



Seq. No. 


292246 


Seq. ID 


LIB3060-041-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3914465 


BLAST score 


266 


E value 


2.0e-23 


Match length 


85 


% identity 


67 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 




{LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 




>gi_2981207 (AF052076) photosystem I complex PsaH subunit 




precursor [Zea mays] 


Seq. No. 


292247 


Seq. ID 


LIB3060-041-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g3785994 


BLAST score 


209 


E value 


l.Oe-16 


Match length 


104 


% identity 


44 


NCBI Description 


{AC005499) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


292248 


Seq. ID 


LIB3060-041-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


gl68523 


BLAST score 


420 


E value 


2.0e-41 


Match length 


122 


% identity 


71 


NCBI Description 


(M314 83) glyceraldehyde-3-phosphate dehydrogenase precursor 



40710 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Zea mays] 
292249 

LIB3060-041-Q1-K1-H5 

BLASTN 

g902200 

55 

2.0e-22 

187 

83 

Z.mays complete chloroplast genome 
292250 

LIB3060-042-Q1-K1-A2 

BLASTX 

g4490325 

146 

l.Oe-09 

38 
68 

(AL035656) hypothetical protein [Arabidopsis thaliana] 
292251 

LIB3060-042-Q1-K1-B10 

BLASTX 

g3688186 

232 

2.0e-19 

102 
44 

{AL031804) putative protein [Arabidopsis thaliana] 
292252 

LIB3060-042-Q1-K1-C11 

BLASTX 

g2791834 

181 

8.0e-15 

77 

62 

(AF041463) elongation factor 1-alpha [Manihot esculenta] 
292253 

LIB3060-042-Q1-K1-C4 

BLASTN 

g4105562 

190 

l.Oe-103 

256 

94 

Zea mays zeta-carotene desaturase precursor, mRNA, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



292254 

LIB3060-042-Q1-K1-D9 

BLASTX 

gl20657 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 



182 

l.Oe-13 

95 
45 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_66024_pir DEZMG3 

glyceraldehyde-3-phosphate dehydrogenase {NADP+) 
(phosphorylating) {EC 1.2.1.13) A precursor, chloroplast - 
maize >gi_168479 (M18976) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] >gi_763035__emb_CAA33455_ {X15408) 
glyceraldehyde-3-phosphate dehydrogenase [Zea mays] 



Seq. No. 


292255 


Seq. ID 


LIB3060-042-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g3687235 


BLAST score 


254 


E value 


7.0e-22 


Match length 


77 


% identity 


66 


NCBI Description 


{AC005169) putative copia-like tran 




[Arabidopsis thaliana] 


Seq* No, 


292256 


Seq. ID 


LIB3060-042-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3694807 


BLAST score 


302 


E value 


7.0e-28 


Match length 


85 


% identity 


72 


NCBI Description 


(AF055898) alanine aminotransferase 


Seq. No. 


292257 


Seq. ID 


LIB3060-042-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g730510 


BLAST score 


234 


E value 


7.0e-20 


Match length 


87 


% identity 


55 


NCBI Description 


RAS-RELATED PROTEIN RICl >gi 542150 



[Zea mays] 



r S38740 GTF-binding 

protein - rice >gi_432607_gb_AAB28535_ (S66160) ras-related 
GTP binding protein possessing GTPase activity=ricl [Oryza 
sativa=rice, var. Yamahoushi, callus, Peptide, 202 aa] 
[Oryza sativa] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292258 

LIB3060-042-Q1-K1-F11 

BLASTN 

g5579440 

56- 

7.0e-23 

132 

86 

Zea mays histone acetyltransf erase HAT B mRNA, 



coni^lete cds 
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# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292259 

LIB3060-042-Q1-K1-G2 

BLASTX 

gl31388 

168 

5.0e-12 

66 

71 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEEl) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831__pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat X Sanduri wheat >gi_21844_emb_CAA4 067 0_ {X57408) 
33kDa oxygen evolving protein of photosystem II [Triticiim 
aestivum] 



Seq. No. 


292260 


Seq. ID 


LIB3060-042-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


g4049399 


BLAST score 


215 


E value 


3.0e-17 


Match length 


118 


% identity 


38 


NCBI Description 


(Y09581) FR02 [Arabidopsis thaliana] 


Seq. No. 


292261 


Seq. ID 


LIB3060-042-Q1-K1-H7 


Method 


BLASTN 


NCBI GI 


gll957 


BLAST score 


163 


E value 


l.Oe-86 


Match length 


195 


% identity 


48 


NCBI Description 


Rice complete chloroplast genome 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292262 

LIB3060-043-Q1-K1-B2 

BLASTX 

gl31388 

214 

2.0e-17 

110 

52 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEEl) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi__1008 31_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat X Sanduri wheat >gi_21844_emb_CAA40670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticxom 
aestivum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



292263 

LIB3060-043-Q1-K1-B3 

BLASTX 

g731426 

321 
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E value 
Match length 
% identity 
NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-29 

109 

51 

HYPOTHETICAL 56.5 KD PROTEIN IN HXT8 5 'REGION AND IN PAU6 

5 'REGION >gi_1077 619_pir S50519 hypothetical protein 

YEL070w - yeast (Saccharomyces cerevisiae) >gi_603248 
{U18795) Yel070wp [Saccharomyces cerevisiae] 
>gi_1302610_emb_CAA96356_ {Z71688) ORE YNR073c 
[Saccharomyces cerevisiae] 

292264 

LIB3060-043-Q1-K1-B5 

BLASTX 

gll2994 

403 

2.0e-39 

86 

94 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir SO 4 53 6 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

292265 

LIB3060-043-Q1-K1-B9 

BLASTX 

g3885896 

496 

3.0e-50 

115 

83 

(AF093636) plastocyanin precursor [Oryza sativa] 
292266 

LIB3060-043-Q1-K1-C7 

BLASTN 

g607751 

43 

5.0e-15 

59 
93 

Urochloa panicoides phosphoenolpyruvate carboxykinase 
(PCKl) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292267 

LIB3060-043-Q1-K1-H6 

BLASTX 

g3747111 

148 

2.0e-09 

52 
50 

{AF095641) MTN3 homolog [Arabidopsis thaliana] 



Seq. No. 



292268 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3060-044-Q1-K1-B6 

BLASTX 

g2443886 

254 

8.0e-22 
70 
70 

(AC002294) 



Unknown protein [Arabidopsis thaliana] 



292269 

LIB3060-044-Q1-K1-C3 

BLASTN 

g3819221 

71 

l.Oe-31 

239 

82 

Hordeum vulgare partial mRNA; clone cMWG0721 
292270 

LIB3060-044-Q1-K1-C6 

BLASTX 

g3928543 

143 

5.0e-09 

44 

52 

(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 
NCBI GI 



292271 

LIB3060-044-Q1-K1-D12 

BLASTX 

g401114 

547 

2.0e-56 

114 

96 

SUCROSE-PHOSPHATE SYNTHASE (UDP-GLUCOSE-FRUCTOSE-PHOSPHATE 
GLUCOS YLTRANSFERASE ) >gi_8 272 6_pi r JQl 329 

sucrose-phosphate synthase (EC 2.4.1.14) - maize >gi__168626 
(M97550) sucrose phosphate synthase [Zea mays] 

292272 

LIB3060-044-Q1-K1-F3 

BLASTN 

g902200 

165 

l.Oe-87 

336 

44 

Z.mays complete chioroplast genome 
292273 

LIB3060-045-Q1-K1-B3 

BLASTX 

g2632254 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BIjAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



332 

6.0e-31 

77 

84 

(Y124 65) serine/threonine kinase [Sorghum bicolor] 
292274 

LIB3060-045-Q1-K1-C5 

BLASTN 

g22356 

111 

l.Oe-55 

166 

91 

Maize mRNA for light-harvesting chlorophyll a/b binding 
protein LHCP 

292275 

LIB3060-045-Q1-K1-D2 

BLASTX 

gl835731 

251 

l.Oe-21 

74 

69 

{U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 
292276 

LIB3060-045-Q1-K1-F12 

BLASTX 

g2828012 

382 

7.0e-37 

87 

89 

(AF036891) starch synthase I precursor [Zea mays] 
292277 

LIB3060-045-Q1-K1-G10 

BLASTX 

g82040 

437 

2.0e-43 

118 

22 

ubiquitin precursor - flax (fragment) >gi_168304 (M57895) 
ubiquitin [Linum usitatissimum] 

292278 

LIB3060-045-Q1-K1-G11 

BLASTX 

gl332579 

188 

l.Oe-14 

78 
7 

(X98063) polyubiquitin [Pinus sylvestris] 



40716 



# 



Seq. No. 


292279 


Seq. ID 


LIB30 60-04 5-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


gl418990 


BLAST score 


186 


E value 


5. Oe-14 


Match length 


67 


% identity 


55 


NCBI Description 


(Z75524) unknown [Lycopersicon esculentum] 


Seq. No. 


292280 


Seq. ID 


LIB3060-045-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


g67155 


BLAST score 


282 


E value 


3. Oe-25 


Match length 


126 


% identity 


80 


NCBI Description 


pyruvate, orthophosphate dikinase (EC 2.7.9 




maize 


Seq. No. 


292281 


Seq. ID 


LIB3060-045-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


gl778095' 


BLAST score 


239 


E value 


3.0e-20 


Match length 


120 



% identity 42 

NCBI Description (U64903) putative sugar transporter; member of major 

facilitative superfamily; integral membrane protein [Beta 
vulgaris] 



Seq. No. 


292282 


Seq. ID 


LIB3060-045-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g3738329 


BLAST score 


141 


E value 


2. Oe-14 


Match length 


73 


% identity 


63 


NCBI Description 


(AC005170) unknown protein [Arabidopsis thaliana] 


Seq. No. 


292283 


Seq. ID 


LIB3060-046-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g2586083 


BLAST score 


247 


E value 


5.0e-21 


Match length 


127 


% identity 


21 


NCBI Description 


(U72725) receptor kinase-like protein [Oryza 




longistaminata] 


Seq. No. 


292284 


Seq. ID 


LIB3060-046-Q1-K1-B12 
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Method 


€1 

BLASTX 


NCBI GI 


gll3626 


BLAST score 


288 


E value 


4.0e-26 


Match length 


79 


% identity 


75 


NCBI Description 


FRUCTOSE 



fructose-bisphosphate aldolase (EC 4.1.2.13) II - yeast 
(Saccharomyces cerevisiae) >gi_3696__einb_CAA33111_ {X15003) 
fructose-bisphosphate aldolase [Saccharomyces cerevisiae] 
>gi_433637__einb_CAA53412_ {X75781) yeast 
f ructose-bisphate-aldolase [Saccharomyces cerevisiae] 
>gi_486081_emb_CAA81897_ (Z28060) ORE YKL060c 

[Saccharomyces cerevisiae] >gi__1587557_prf 2206495F 

fructosebisphosphate aldolase [Saccharomyces cerevisiae] 



Seq. No, 


292285 


Seq. ID 


LIB3060-046-Q1-K1-F3 


Method 


BLASTN 


NCBI GI 


g902200 


BLAST score 


83 


E value 


7.0e-39 


Match length 


298 


% identity 


90 


NCBI Description 


Z.mays complete chloroplast ganome 


Seq. No. 


292286 


Seq. ID 


LIB3060-04 6-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


gl361979 


BLAST score 


180 


E value 


3.0e-13 


Match length 


61 


% identity 


57 


NCBI Description 


serine 0-acetyltransf erase (EC 2.3 



30) - watermelon 
>gi_1350550_dbj_BAA12843_ {D85624) serine acetyltransf erase 
[Citrullus lanatus] >gi_1841312_dbj_BAA08479_ (D49535) 
serine acetyltransf erase. [Citrullus lanatus] 
>gi_2337772_dbj_BAA21827_ (AB006530) serine 
acetyltransf erase [Citrullus lanatus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292287 

LIB3060-046-Q1-K1-H11 

BLASTX 

g2347195 

174 

7.0e-13 

75 

47 

(AC002338) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



292288 

LIB3060-047-Q1-K1-A1 

BLASTN 

g3309177 

376 

O.Oe+OO 
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Match length 

% identity 

NCBI Description 



391 
99 

Zea mays starch branching enzyme I 
cds 



(sbel) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292289 

LIB3060-047-Q1-K1-A12 

BLASTX 

g2190540 

209 

l.Oe-16 

82 
51 

{AC001229) Similar to Arabidopsis TFLl 
[Arabidopsis thaliana] 



(gb U77674) 



292290 

LIB3060-047-Q1-K1-A2 

BLASTX 

g82080 

303 

l.Oe-28 

97 

75 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



Seq. No, 


292291 


Seq. ID 


LIB3060-047-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


gl491774 


BLAST score 


337 


E value 


l.Oe-48 


Match length 


106 


% identity 


92 


NCBI Description 


(X99936) cysteine protease [2ea 


Seq. No. 


292292 


Seq. ID 


LIB3060-047-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


gll5771 


BLAST score 


617 


E value 


2.0e-64 


Match length 


137 


% identity 


86 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



LHCII TYPE I PRECURSOR 

(CAB-l) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ {X147 94) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 

292293 

LIB3060-047-Q1-K1-C4 

BLASTX 

gl658315 

199 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-15 

93 

43 

(108988) osr40g3 [Oryza sativa] 
292294 

LIB3060-047-Q1-K1-E7 

BLASTX 

g230348 

177 

8.0e-13 
104 
42 

Triacylglycerol Acylhydrolase 



(E.C.3.1.1.3) 



292295 

LIB3060-047-Q1-K1-F2 

BLASTX 

g82696 

214 

4.0e-17 

78 

63 

glycine-rich protein - maize >gi_222 93_einb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 

292296 

LIB3060-047-Q1-K1-F3 

BLASTX 

g2462749 

533 

l.Oe-54 

134 

78 

(AC002292) Putative Serine/Threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 
. Seg. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292297 

LIB3060-048-Q1-K1-D7 

BLASTX 

g4220594 

172 

2.0e-12 

59 
63 

(AB011264) nicochianamine synthase 3 



[Hordeum vulgare] 



292298 

LIB3060-048-Q1-K1-E7 

BLASTN 

g596077 

63 

2.0e-27 

83 

94 

Zea mays thiamine biosynthetic enzyme (thil-1) mRNA, 
complete cds _ 
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• 



292299 

LIB3060-048-Q1-K1-E9 
BLASTX 
gl41605 
414 

7,0e-4 6 

107 
96 

ZEIN-ALPBIA PRECURSOR (19 KD) (CLONE 19C2) 

>gi 72312_pir ZIZM92 19K zein precursor (clone cZl9C2) - 

maize >gi~168680 (M12145) 19 kDa zein protein [Zea mays] 

292300 

LIB3060-048-Q1-K1-F12 
BLASTX 
gl41601 
171 

3.0e-12 
83 
47 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE GZ19AB11) 

>gi 82657 pir S03417 19K zein precursor (clone gZ19ABll) - 

maize >gi~22543_emb_CAA29340_ (X05911) 19 kd alpha zein (AA 
1 - 234) [Zea mays] 

Seq. No, 292301 

Seq. ID LIB3060-048-Q1-K1-G1 

Method BLASTN 

NCBI GI gl69818 

BLAST score 4 0 

E value l.Oe-13 

Match length 52 

% identity 94 

NCBI Description Rice 25S ribosomal RNA gene 

Seq. No. 292302 

Seq. ID LIB3060-048-Q1-K1-G10 

Method BLASTX ' 

NCBI GI gl68699 

BLAST score 204 

E value 8.0e-22 

Match length 100 

% identity 65 

NCBI Description (M60836) zein [Zea mays] 

Seq. No. 292303 

Seq. ID LIB3060-048-Q1-K1-G12 

Method BLASTN 

NCBI GI g2828011 

BLAST score 35 

E value l.Oe-10 

Match length 95 

% identity 84 

NCBI Description Zea mays starch synthase I precursor (Ssl) mRNA, nuclear 
gene encoding plastid protein, complete cds 




Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Seq. No. 
Seq. ID 
Method 



292304 

LIB3060-048-Q1-K1-G5 
BLASTX 



NCBI GI 


g4038030 


BLAST score 


249 


E value 


3.0e-21 


Match length 


138 


% identity 


40 


NCBI Description 


(AC005936) putative prote 




thaliana] 






Seq. ID 


LIB3060-048-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g2832246 


BLAST score 


201 


E value 


l.Oe-19 


Match length 


89 


% identity 


61 


NCBI Description 


(AF031569) 22-kDa alpha z 


Seq. No. 


292306 


beq. lu 


T TR'^nfin-n4 Q-oi -ki -r? 

±j±aO\j \j\J u*±^ V-i- ^^-^ i-ic 


Method 


BLASTN 


NCBI GI 


g3256034 


BLAST score 


71 


E value 


l.Oe-31 


Match length 


272 


% identity 


90 


NCBI Description 


Sorghum bicolor mRNA for 




protein kinase 


Seq. No. 


292307 


Seq. ID 


LIB3060-049-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g534982 


BLAST score 


150 


E value 


l.Oe-09 



5' partial [Arabidopsis 



8 [Zea mays] 



Match length 

% identity 

NCBI Description 

Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39 
82 

(X75898] 



phosphoglucomutase [Spinacia oleracea] 



292308 

LIB3060-049-Q1-K1-D3 

BLASTX 

gll8104 

296 

l.Oe-47 

132 

83 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) {CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5-2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ {X68678) cyclophilin [Zea mays] 



Seq. No. 



292309 
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Seq. ID 


LIB30 60-04 9-Q1-K1-H4 


Method 


BLASTX 




a3559816 


BLAST score 


402 


E value 


3.0e-39 


Match length 


144 


% identity 


53 


NCBI Description 


(Y15782) transketolase 2 [Capsicum annuum] 


Seq. No. 


292310 


Seq. ID 


LIB3060-050-Q1-K1-A4 


Method 


BLASTX 




al076678 


BLAST score 


239 


E value 


3.0e-20 


Match length 


66 


% identity 


77 


NCBI Description 


ubiquitin / ribosomal protein S27a - potato (fragment) 


Seq. No. 


292311 


Seq, ID 


LIB3060-050-Q1-K1-B2 


Method 


BLASTX 






BLAST score 


302 


E value 


9.0e-28 


Match length 


80 


% identity 


79 


NCBI Description 


{Z83835) zeaxanthin epoxidase [Lycopersicon esculentum] 


Seq. No. 


292312 


Seq. ID 


LIB3060-050-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g4539315 




169 


E value 


7.0e-12 


Match length 


66 


% identity 


50 


NCBI Description 


{AL035679) putative zinc finger protein [Arabidopsis 




thaliana] 


Seq. No. 


292313 


Seq. ID 


LIB3060-050-Q1-K1-B7 


Method 


BLASTX 




a2911072 


BLAST score 


209 


E value 


l,0e-16 


Match length 


69 


% identity 


62 


NCBI Description 


{AL021960) putative protein [Arabidopsis thaliana] 


Seq. No. 


292314 


Seq. ID 


LIB3060-050-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g2708741 


BLAST score 


226 


E value 


l.Oe-18 


Match length 


57 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.> 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



79 

(AC003952) hypothetical protein [Arabidopsis thaliana] 
292315 

LIB3060-050-Q1-K1-D4 

BLASTX 

g4204265 

307 

5.0e-28 

103 

61 

(AC005223) 45643 [Arabidopsis thaliana] 
292316 

LIB3060-050-Q1-K1-D9 

BLASTX 

g82696 

185 

2.0e-14 

37 

92 

glycine-rich protein - maize >gi_22293_einb__CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 

292317 

LIB3060-050-Q1-K1-E10 

BLASTX 

gll73218 

226 

l.Oe-18 

59 

81 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AFO01412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 

292318 

LIB3060-051-Q1-K1-A2 

BLASTX 

g3024018 

395 

2.0e-38 

115 

69 

INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 

>gi_154 6919_einb_CAA69225_ (Y07920) translation initiation 
factor 5A [Zea mays] >gi_2668738 (AF034943) translation 
initiation factor 5A [Zea mays] 

292319 

LIB3060-051-Q1-K1-B10 

BLASTX 

g3789942 

244 

7.0e-21 

71 

15 
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NCBI Description 



{AF093505) 
H32-8560] 



polyubiquitin [Saccharum hybrid cultivar 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292320 

LIB3060-051-Q1-K1-B2 

BLASTN 

g22312 

168 

l.Oe-89 

200 
96 

Maize ABA-inducible gene for glycine-rich protein ( ABA = 
abscisic acid) 



Seq. No. 




Seq. ID 


LIB3060-051-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g4559358 


BLAST score 


237 


E value 


5.0e-20 


Match length 


86 


% identity 


53 


NCBI Description 


(AC006585) putative steroid b: 




thaliana] 


Seq. No. 


o n o T o o 

z9zoz^ 


Seq. ID 


LIB3060-051-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g2194132 


BLAST score 


294 


E value 


l.Oe-26 


Match length 


138 


% identity 


47 


NCBI Description 


(AC002062) No definition line 


Seq. No. 


292323 


Seq. ID 


LIB3060-051-Q1-K1-E12 


Method 


BLASTN 


NCBI GI 


g3360288 


BLAST score 


61 


E value 


l.Oe-25 


Match length 


100 


% identity 


91 


NCBI Description 


Zea mays leucine-rich repeat 




(Itkl) mRNA, partial cds 


Seq. No. 


292324 


Seq. ID 


LIB3060-051-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


gl36125 


BLAST score 


278 


E value 


4.0e-30 


Match length 


129 


% identity 


60 



NCBI Description 



PUTATIVE AC TRANSPOSASE (ORFA) >gi_22113_emb_CAA29005_ 
(X05424) ORFa [Zea mays] 
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Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



292325 

LIB3060-051-Q1-K1-H2 

BLASTX 

g3928543 

304 

9.0e-28 

101 
53 

{AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 
thaliana] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292326 

LIB3060-052-Q1-K1-C9 

BLASTN 

g2894376 

45 

4.0e-16 

156 

88 

Hordeum vulgare DNA for chromosome 



4H 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292327 

LIB306Q-052-Q1-K1-E10 

BLASTN 

g564023 

87 

4.0e-41 

119 

94 

Zea mays dihydrolipoamide acetyl transferase 
mRNA, complete cds 



(ZM/DHLAAT) 



292328 

LIB3060-052-Q1-K1-E3 

BLASTX 

g3334115 

291 

3.0e-26 

118 

58 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1] 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_2463664 
{AF006489) adenine nucleotide translocator 1 [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292329 

LIB3060-052-Q1-K1-E4 

BLASTN 

g452340 

86 

7.0e-41 

110 

95 

Z.mays mRNA for type II light-harvesting chlorophyll 
a/b-binding protein 



Seq. No. 



292330 
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JjIdouou uo^ y± Dl± cx 




DljriO 1 IN 




gzziDo 


BLAST score 


48 


E value 


6.0e-18 


Match, length 


110 


% identity 


Q "7 
0 / 


NCBI Description 


Maize gene ror luiLOcnonQnai auenme nucieouiue 




Lransiocacor ^fiDji oi; 


Seq. No. 




oeq. IJJ 


LiIJdOUOU VI -i^i ^1^ 


Method, 


DI1H.0 i A 


NCBI GI 


g3786009 


BLAST score 


224 


E value 


z , ue 10 


Match length 


llz 


^ Identity 


4 0 


NCBI Description 


(ALuuo4yy; unKnown prorem [AraDiaopsis maiianaj 


Seq* No. 


O O O o 


5eq* lu 


IiIOjUOU uoo v± J\± 


Method 


rsLAb i A 


NCBI GI 


g4154281 


BLAST score 


300 


E value 


^ . ue-z / 


Match length 


66 


% identity 


85 


NCBI Description 


(AF082347) C13 endopeptidase NPl precursor [Zea mays 


Seq. No. 


292333 


Seq. ID 


T TOQn^n AC'S V1 TP A 


Method 


DliRo 1 A 


NCBI GI 


g4337195 


BLAST score 


530 


E value 


o . ue^o^ 


Match length 


111 


% identity 


O A 
O 9 


NCBI Description 


^aL/UUo4UjJ pUtzamve prouem Kinase [Hraoiciopsis tnai 


Seq. No. 


O A O "3 O ^ 

292334 


beq. ID 


LlboU DU--Uoo-vJl-J\l-nlU 


Method 


hSliAb i A 


iNUJDl ol 


yxu / oou-7 


BLAST score 


280 


E value 


2.0e-25 


Match length 


79 


% identity 


67 


NCBI Description 


H+-transporting ATPase (EC 3.6.1.35) - maize 



>gi_758355_emb_CAA59800_ {X85805) H { + ) -transporting ATPase 
[Zea mays] 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 



292335 

LIB3060-054-Q1-K1-B3 

BLASTX 

g3822223 

243 
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E value 
Match length 
% identity 
NCBI Description 



2.0e-26 

99 

61 

{AF077 955) branched-chain alpha keto-acid dehydrogenase El 
alpha subunit [Arabidopsis thaliana] - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292336 

LIB3060-054-Q1-K1-D11 

BLASTX 

gll5771 

393 

3.0e-38 

101 

77 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-l) (LHCP) >gi__82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ {XI 4 7 94) chlorophyll a/b-binding 
preprotein (AA 1 - 2 62) [Zea mays] 



Seq. No. 


292337 


Seq. ID 


LIB3060-054-Q1-K1-D2 


Method 


BLASTN 


NCBI GI 


g3789951 


BLAST score 


46 


E value 


l.Oe-16 






% identity 


89 


NCBI Description 


Oryza sativa chlorophyll a/b-binding protein presursor 




(Cab27) mRNA, nuclear gene encoding chloroplast protein 




complete cds 


Seq. No. 


292338 


Seq. ID 


LIB3060-054-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g4154281 


BLAST score 


251 


E value 


l.Oe-27 


Match length 


90 


% identity 


77 


NCBI Description 


(AF082347) C13 endopeptidase NPl precursor [Zea mays] 


Seq. No. 


292339 


Seq. ID 


LIB3061-001-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


gl68695 


BLAST score 


147 


E value 


6.0e-10 


Match length 


36 


% identity 


81 


NCBI Description 


(M16218) gamma zein [Zea mays] >gi_225315_prf_1211356A 




zein gamma [Zea mays] 


Seq. No. 


292340 


Seq. ID 


LIB3061-001-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g224509 
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# 



BLAST score 


149 


E value 


4.0e-10 


Match length 


51 


% identity 


61 


NCBI Description 


zein E19 [Zea mays] 


Seq. No. 


292341 


Seq. ID 


LIB3061-001-Q1-K1-D10 


Method 


BLASTN 


NCBI GI 


g22526 


BLAST score 


73 


E value 


4.0e-33 


Match length 


152 


% identity 


88 


NCBI Description 


Zea mays mRNA encoding 


Seq. No. 


292342 


Seq. ID 


LIB3061-001-Q1-K1-F11 


Method 


BLASTN 


NCBI GI 


gl68704 


BLAST score 


74 


E value 


7.0e-34 


Match length 


158 


% identity 


86 


NCBI Description 


Zea mays zein protein 


Seq. No. 


292343 


Seq. ID 


LIB3061-001-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g629861 


BLAST score 


215 


E value 


6.0e-18 


Match length 


59 


% identity 


75 


NCBI Description 


zein Zdl, 19K - maize 




zein Zdl {19 kDa zein) 


Seq. No. 


292344 


Seq. ID 


LIB3061-001-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g224514 


BLAST score 


243 


E value 


5.0e-21 


Match length 


67 


% identity 


78 


NCBI Description 


zein M8 [Zea mays] 


Seq. No. 


292345 


Seq. ID 


LIB3061-001-Q1-K2-C5 


Method 


BLASTX 


NCBI GI 


gl41601 


BLAST score 


219 


E value 


6.0e-18 


Match length 


103 


% identity 


55 


NCBI Description 


ZEIN-ALPHA PRECURSOR ( 




>gi 82657 pir S03417 



a zein (clone zAl) 



complete cds 



>gi_535020_emb_CAA47639_ (X67203) 
[Zea mays] 



(CLONE GZ19AB11) 
,n precursor (clone gZ19ABll) 
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maize >gi_22543_emb_CAA29340_ (X05911) 19 kd alpha zein (AA 
1 - 234) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292346 

LIB3061-001-Q1-K2-D2 

BLASTX 

gl68691 

162 

2.0e-ll 

80 
50 

(M29628) zein [Zea mays] 



Seq. No. 292347 

Seq. ID LIB3061-001-Q1-K2-D6 

Method BLASTX 

NCBI GI g4558664 

BLAST score 199 

E value 2,0e-15 

Match length 128 

% identity 13 

NCBI Description {AC007063) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 292348 

Seq. ID LIB3061-001-Q1-K2-E2 

Method BLASTX 

NCBI GI gl21472 

BLAST score 144 

E value 5.0e-09 

Match length 54 

% identity 61 

NCBI Description GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 

(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi 72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ {X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

Seq. No. 292349 

Seq. ID LIB3061-001-Q1-K2-F11 

Method BLASTX 

NCBI GI g419803 

BLAST score 253 

E value 5.0e-22 

Match length 87 

% identity 56 

NCBI Description zein protein - maize >gi_168705 (M72708) zein protexn [Zea 
mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



292350 

LIB3061-001-Q1-K2-F12 

BLASTX 

g419803 

351 

2.0e-33 

80 

88 
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NCBI Description zein protein 
mays] 



maize >gi_168705 (M72708) zein protein [Zea 



Seq. No, 


292351 




Seq. ID 


LIB3061- 


-001-Q1-K2-G4 


Method 


BLASTN 




NCBI GI 


g22542 




BLAST score 


45 




E value 


2.0e-16 




Match length 


125 




% identity 


85 




NCBI Description 


Maize gene for Mr 19000 


Seq. No. 


292352 




Seq. ID 


LIB3061- 


-001-Q1-K2-G5 


Method 


BLASTX 




NCBI GI 


g224507 




BLAST score 


161 




E value 


3.0e-ll 




Match length 


40 




% identity 


80 




NCBI Description 


zein Al 


[Zea mays] 


Seq. No. 


292353 




Seq. ID 


LIB3061- 


-001-Q1-K2-H1 


Method 


BLASTX 




NCBI GI 


g312179 




BLAST score 


272 




E value 


2.Ge-38 




Match length 


103 




% identity 


84 




NCBI Description 


(X73151) 


gl y ce r a 1 dehy de 



Seq. No. 

Seq. ID 

Method 

nCBl GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(phosphorylating) [Zea mays] >gi_1184772 {U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_1185554 (U45858 ) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] 

292354 

LIB3061-001-Q1-K2-H2 

BLASTX 

g2832246 

266 

2.0e-23 

102 

61 

(AF031569) 22-kDa alpha zein 8 [Zea mays] 
292355 

LIB3061-001-Q1-K2-H9 

BLASTN 

gl68681 

44 

7.0e-16 

76 

89 

Maize 19 kDa zein mRNA, clone cZ19Dl, complete cds. 
>gi_270686_gb_I03333_ Sequence 8 from Patent US 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292356 

LIB3061-002-Q1-K1-A11 

BLASTX 

gl41599 

233 

l.Oe-19 

53 

89 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19A2) 

>gi_72316_pir Z;iZMA2 19K zein precursor (clone cZ19A2) - 

maize (fragment) >gi_168670 (M12142) 19 kDa zein protein 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292357 

LIB3061-002-Q1-K1-C11 

BLASTN 

g459169 

41 

3.0e-14 

53 
94 

Zea mays B73 antifungal zeamat in-like protein mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292358 

LIB3061-002-Q1-K1-D11 

BLASTX 

gl41608 

257 

8.0e-24 

76 

75 

ZEIN-ALPHA PRECURSOR (19 KD) (PMSl) >gi__100943_pir S15655 

zein, 19K - maize >gi__22446_emb_CAA37651_ (X53582) 19 kDa 
zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292359 

LIB3061-002-Q1-K1-D9 

BLASTX 

g508545 

186 

2.0e-14 

50 

70 

(L34340) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292360 

LIB3061-002-Q1-K1-F11 

BLASTX 

gl6073 

227 

5.0e-19 

52 
88 

(X59526) zein protein [Acetabularia mediterranea] 
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Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
identity 



292361 

LIB3061-002-Q1-K1-G9 

BLASTX 

gl41602 

217 

5.0e-18 

55 

82 

2EIN-ALPHA PRECURSOR (19 KD) (CLONE- M6) 

>gi_82658_pir A22831 19K zein precursor (clone M6) - maize 

>gi__22538_einb_CAA26294_ (X02450) zein precursor [Zea mays] 

292362 

LIB3061-002-Q1-K2-A3 

BLASTX 

gl68701 

316 

3.0e-29 

92 

75 



NCBI Description (M60837) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292363 

LIB3061-002-Q1-K2-A5 

BLASTN 

gl68669 

45 

2.0e-16 

129 

84 

Maize 19 kDa zein mRNA, clone cZ19A2, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292364 

LIB3061-002-Q1-K2-B12 

BLASTX 

g629862 

170 

3.0e-12 

86 

50 

zein Zdl, 19K - maize >gi__535021_emb_CAA4764 0_ (X67203) 
zein Zdl (19 kDa zein) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292365 

LIB3061-002-Q1-K2-D3 

BLASTX 

g82696 

329 

6.0e-31 

76 

84 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
{X61121) glycine-rich protein [Zea mays] 



Seq. No. 
Seq. ID 
Method 



292366 

LIB3061-002-Q1-K2-D4 
BLASTN 
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NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl6072 
45 

l.Oe-16 

57 
95 

Acetabularia mediterranea zein gene 



Seq. No. 


292367 


Seq. ID 


LIB3061-002-Q1-K2-E3 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


42 


E value 


l.Oe-14 


Match length 


58 


% identity 


16 


NCBI Description 


Zea mays 22-kDa alpha zein gene cluster^ complet 


Seq, No. 


292368 


Seq. ID 


LIB3061-002-Q1-K2-F10 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 


371 


E value 


l.Oe-35 


Lid L.v^ii JLdl^JUill 


94 


% identity 


80 


NCBI Description 


(AF034 945) glycine-rich RNA binding protein [Zea 


Seq. No. 


292369 


Seq. ID 


LIB3061-002-Q1-K2-H2 


Method 


BLASTN 


NCBI GI 


g22447 


BLAST score 


131 


E value 


2.0e-67 


Match length 


147 


% identity 


97 


NCBI Description 


Zea mays ZMPMS2 gene for 19 kDa zein protein 


Seq. No. 


292370 


Seq. ID 


LIB3061-003-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


gl41605 


BLAST score 


478 


E value 


4.0e-48 


Match length 


112 


% identity 


89 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 



>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) - 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



292371 

LIB3061-003-Q1-K1-A7 

BLASTX 

gl00938 

227 

4.0e-19 

65 

75 
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# 



NCBI Description zein precursor - maize >gi_22442_emb_CAA32513_ {X14335) 
zein precursor (AA -21 to 90) [Zea mays] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292372 

LIB3061-003-Q1-K1-B2 

BLASTX 

g322870 

158 

5.0e-13 

54 

73 

glucose-l-phosphate adenylyltransf erase (EC 2. 
maize (fragment) 



7.7.27) - 



292373 

LIB30 61-003-Q1-K1-D10 

BLASTX 

gl41603 

245 

4.0e-21 

78 

69 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) 

>gi_22529_emb_CAA24723_ {V01476) zein [Zea mays] 



- marze 



292374 

LIB3061-003-Q1-K1-D4 

BLASTX 

gl41597 

280 

7.0e-33 

105 

75 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 

292375 

LIB3061-003-Q1-K1-D7 

BLASTX 

gl6073 

318 

2.0e-29 

96 

72 

(X59526) zein protein [Acetabularia mediterranea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



292376 

LIB3061-003-Q1-K1-E3 

BLASTX 

gl41605 

424 

6.0e-42 

97 

89 
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NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2EIN-ALPHA PRECURSOR {19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) ■ 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 



292377 

LIB3061-003-Q1-K1-F3 

BLASTN 

gl68675 

42 

l.Oe-14 

80 

90 

Maize mutant zein (zE19) 



gene, complete cds 



292378 

LIB3061-003-Q1-K1-F9 

BLASTX 

g3169174 

183 

l.Oe-13 

65 

48 

(AC004401) putative serine carboxypeptidase I [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292379 

LIB3061-003-Q1-K1-G1 

BLASTX 

gl68701 

160 

6.0e-14 

74 

64 

(M60837) zein [Zea mays] 



Seq. No. 


292380 


Seq. ID 


LIB3061-003-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


400 


E value 


5.0e-39 


Match length 


108 


% identity 


77 


NCBI Description 


(X59526) zein protein [Acetabularia mediterranea] 


Seq. No. 


292381 


Seq. ID 


LIB3061-003-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g542157 


BLAST score 


247 


E value 


2.0e-21 


Match length 


74 


% identity 


61 


NCBI Description 


ribosomal 5S RNA-binding protein - Rice 


Seq, No. 


292382 


Seq. ID 


LIB3061-004-Q1-K1-A12 



40736 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g3426062 

153 

3.0e-10 

71 

45 

(AJ007587) monooxygenase [Arabidopsis thaliana] 



292383 

LIB3061-004-Q1-K1-C11 

BLASTX 

g419803 

370 

2.0e-35 

126 
61 

zein protein - maize >gi_ 
mays] 



168705 (M72708) zein protein [Zea 



292384 

LIB3061-004-Q1-K1-E4 

BLASTX 

g2832243 

312 

l.Oe-28 

116 

59 

(AF031569) 22-kDa alpha zein 4 
292385 

LIB3061-004-Q1-K1-F4 

BLASTX 

gl68697 

286 

l.Oe-25 

106 

60 



[Zea mays] 



NCBI Description (M60835) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292386 

LIB3061-005-Q1-K1-A9 

BLASTX 

g2665356 

250 

l.Oe-21 

107 

48 

(Y15748) PlcB kinase [Rattus norvegicus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



292387 

LIB3061-005-Q1-K1-B2 

BLASTX 

g224508 

419 

3.0e-41 

113 

78 
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NCBI Description zein A20 [Zea mays] 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292388 

LIB3061-005-Q1-K1-B8 

BLASTX 

gl21475 

158 

l.Oe-10 

59 

53 

GLUTELIN TYPE II PRECURSOR >gi_100678_pir ^A34332 glutelin 

II precursor - rice >gi_20219_emfo_CAA29151_ (X05663) 
glutelin [Oryza sativa] >gi_20221_emb_CAA29152_ (X05664) 
glutelin [Oryza sativa] >gi_20236_emb__CAA68683__ {Y00687) 
glutelin [Oryza sativa] >gi_556398 {M28158) glutelin [Oryza 
sativa] >gi_556399 (M28156) glutelin [Oryza sativa] 



Seq. No, 


292389 


Seq, ID 


LIB3061-005-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g2832246 


BLAST score 


206 


E value 


2.0e-16 


Match length 


104 




45 


NCBI Description 


(AF031569) 22-kDa alpha zein 


Seq. No. 


292390 


Seq. ID 


LIB3061-005-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2832247 


BLAST score 


154 


E value 


3.0e-10 


Match length 


52 


% identity 


65 


NCBI Description 


(AF031569) 22-kDa alpha zein 


Seq. No. 


292391 


Seq, ID 


LIB3061-005-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


gl3614Q 


BLAST score 


155 


E value 


3.0e-10 


Match length 


65 


% identity 


45 


NCBI Description 


PUTATIVE AC 9 TRANS POSASE >gi 




transposase - maize transpoS' 


Seq, No. 


292392 


Seq. ID 


LIB3061-005-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


gl41602 


BLAST score 


147 


E value 


2.0e-09 


Match length 


106 


% identity 


38 


NCBI Description 


ZEIN-ALPHA PRECURSOR {19 KD) 



[Zea mays] 



10 [Zea mays] 



TQZMCA probable 



(CLONE M6) 
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Seq. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_82658_pir ^A22831 19K zein precursor (clone M6) - maize 

>gi_22538_einb__CAA26294_ (X02450) zein precursor [Zea mays] 

292393 

LIB3061-005-Q1-K1-F8 

BLASTX 

gl41603 

206 

l.Oe-29 

96 

81 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) - maize 

>gi 22529_emb_CAA24723_ (V01476) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292394 

LIB3061-005-Q1-K1-G12 

BLASTX 

g629861 

421 

2.0e-41 

112 
79 

zein Zdl, 19K - maize >gi_535020_emb_CAA47 639_ (X67203) 
zein Zdl (19 kDa zein) [Zea mays] 

292395 

LIB3061-005-Q1-K1-H3 

BLASTX 

g82660 

330 

7,0e-31 

106 

65 

19K zein precursor (clone ZG31A) - maize (fragment) 
>gi_809117_emb_CAA24720_ (V01473) zein [Zea mays] 



Seq. No. 


292396 


Seq. ID 


LIB3061-005-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g3916255 


BLAST score 


147 


E value 


2.0e-09 


Match length 


116 


% identity 


26 


NCBI Description 


(AF087669) ExbD [Bordetella bronchiseptica 


Seq. No. 


292397 


Seq. ID 


LIB3061-006-Q1-K1-A11 


Method 


BLASTN 


NCBI GI 


gl68690 


BLAST score 


94 


E value 


2.0e-45 


Match length 


189 


% identity 


91 


NCBI Description 


Maize zein mRNA, complete cds, clone ZG124 
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Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292398 

LIB3061-006-Q1-K1-B9 

BLASTN 

g22526 

51 

6.0e-20 

99 

88 

Zea mays mRNA encoding a 



zein (clone zAl) 



292399 

LIB3061-006-Q1-K1-C11 

BLASTX 

gl41613 

146 

2.0e-09 

85 

45 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONES PZ22.1 AND 22A1) 

>gi_72305_pir ZIZM21 22K zein precursor (clone pZ22.1) 

maize >gi_22532_emb_CAA24725_ (V01478) zein [Zea mays] 

292400 

LIB3061-006-Q1-K1-C12 

BLASTX 

g82660 

236 

8.0e-20 

80 

64 

19K zein precursor {clone ZG31A) - maize (fragment) 
>gi_809117_emb_CAA24720_ (V01473) zein [Zea mays] 



Seq. No. 


292401 




Seq, ID 


LIB3061-006 


;-Ql-Kl-D7 


Method 


BLASTX 




NCBI GI 


g3395439 




BLAST score 


329 




E value 


l.Oe-30 




Match length 


123 




% identity 


50 




NCBI Description 


(AC004683) 


hypothetical 


Seq. No. 


292402 




Seq. ID 


LIB3061-006 


;-Ql-Kl-E4 


Method 


BLASTX 




NCBI GI 


g224508 




BLAST score 


285 




E value 


4.0e-34 




Match length 


111 




% identity 


70 




NCBI Description 


zein A20 [Zea mays] 


Seq. No. 


292403 




Seq. ID 


LIB3061-006-Q1-K1-E7 


Method 


BLASTX 




NCBI GI 


gl68691 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209 

l.Oe-25 

129 

56 

{M29628) zein [Zea mays] 
292404 

LIB3061-006-Q1-K1-G1 

BLASTN 

g22292 

146 

l.Oe-76 

182 

95 

Z.mays mRNA for glycine-rich protein 
292405 

LIB3061-006-Q1-K1-G5 

BLASTN 

g3128143 

67 

3.0e-29 

67 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTI20, complete sequence [Arabidopsis thaliana] 



PI clone: 



292406 

LIB3061-006-Q1-K1-G8 

BLASTN 

g2832242 

108 

l.Oe-53 

120 

16 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 
292407 

LIB3061-007-Q1-K1-A11 

BLASTN 

g22516 

255 

l.Oe-141 

381 

92 

Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 
292408 

LIB3061-007-Q1-K1-C11 

BLASTX 

g82660 

392 

5.0e-38 

122 

67 

19K zein precursor (clone ZG31A) - maize (fragment) 
>gi 809117 emb_CAA24720_ {V01473) zein [Zea mays] 
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Seq. No. 


292409 


Seq. ID 


LIB3061-007-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g629862 


BLAST score 


358 


E value 


5.0e-34 


Match length 


103 


% identity 


72 


NCBI Description 


zexn Zdl, 19K - maize >gi_535021_emb_CAA47 64 0_ (X67203) 




zein Zdl (19 kDa zein) [Zea mays] 


Seq. No. 


292410 


Seq. ID 


LIB3061-007-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g4185308 


BLAST score 


455 


E. -Value 


2.0e-45 


Match length 


116 


% identity 


86 


NCBI Description 


(AF090446) 22-kDa alpha zein protein 21 [Zea mays] 


Seq. No. 


292411 


Seq. ID 


LIB3061-Q07-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


433 


E value 


8.0e-43 


Match length 


137 


% identity 


67 


NCBI Description 


{X59526) zein protein [Acetabularia mediterranea] 


Seq. No. 


292412 


Seq. ID 


LIB3061-007-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


gl41605 


BLAST score 


334 


E value 


2.0e-31 


Match length 


74 


% identity 


91 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 




>gi 72312 pir ZIZM92 19K zein precursor (clone cZ19C2) 




maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays 


Seq. No. 


292413 


Seq. ID 


LIB3061-008-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


440 


E value 


3.0e-44 


Match length 


117 


% identity 


85 


NCBI Description 


(X59526) zein protein [Acetabularia mediterranea] 


Seq. No. 


292414 


Seq. ID 


LIB3061-008-Q1-K1-B11 


Method 


BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g433039 
73 

8.0e-33 

101 

93 

Zea mays W-22 clone PREM-1 retroelement PREM-1, partial 
sequence 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292415 

LIB3061-008-Q1-K1-C10 

BLASTX 

g2660669 

278 

l.Oe-24 
102 
56 

(AC002342) 
thaliana] 



human Mi-2 autoantigen-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292416 

LIB3061-008-Q1-K1-C9 

BLASTX 

g2660669 

488 

5.0e-61 
138 
91 

(AC002342) 
thaliana] 



human Mi-2 autoantigen-like protein [Arabidopsis 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



292417 

LIB3061-008-Q1-K1-F1 

BLASTX 

g468516 

226 

l.Oe-18 

132 

42 



NCBI Description (X55724) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



292418 

LIB3061-008-Q1-K1-G12 

BLASTX 

gl21472 

361 

2.0e-34 

115 

59 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9__ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 

mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

292419 

LIB3061-009-Q1-K1-A1 
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Method 
NCBI GI 



BLASTX 
gl68699 



BLAST score 


254 


E value 


6.0e-22 


Match length 


76 


% identity 


70 


NCBI Description 


(M60836) zein [Zea mays] 


Seq. No. 


292420 


Sea. ID 


LIB30 61-00 9-Q1-K1-A6 


Method 


BLASTN 


NCBI GI 


gl68669 


BLAST score 


120 


E value 


3.0e-61 


Match length 


140 


% identity 


96 


NCBI Description 


Maize 19 kDa zein mRNA, clone cZ19A2, 


Seq. No. 


292421 


Seq. ID 


LIB3061-009-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


gl68691 


BLAST score 


189 


E value 


l.Oe-14 


Match length 


87 


% identity 


46 


NCBI Description 


{M29628) zein [Zea mays] 


Seq. No. 


292422 


Seq. ID 


LIB3061-009-Q1-K1-D5 




BLASTX 


NCBI GI 


g629861 


BLAST score 


263 


E value 


3.0e-23 


Match length 


64 


% identity 


84 


NCBI Description 


zein Zdl, 19K - maize >gi_535020_emb_ 




zein Zdl (19 kDa zein) [Zea mays] 


Seq. No. 


292423 


Seq. ID 


LIB3061-009-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g4185308 


BLAST score 


149 


E value 


l.Oe-09 


Match length 


87 


% identity 


44 


NCBI Description 


{AF090446) 22-kDa alpha zein protein 


Seq. No. 


292424 


Seq. ID 


LIB3061-009-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


190 


E value 


1.0e-20 


Match length 


128 


% identity 


50 



[Zea mays] 



40744 



# 



NCBI Description (X59526) zein protein [Acetabularia mediterranea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292425 

LIB3061-009-Q1-K1-F6 

BLASTX 

gl68691 

332 

4.0e-31 

95 

72 

(M29628) zein [Zea mays] 



292426 

LIP3061-009-Q1-K1-F7 

BLASTN 

g22544 

104 

2.0e-51 

402 

87 

Maize mRNA (clone A30) 



for zein (a plant storage protein) 



292427 

LIB3061-010-Q1-K1-A6 

BLASTX 

g82660 

286 

8.0e-26 

63 

90 

19K zein precursor (clone ZG31A) - maize (fragment) 
>gi_809117_emb_CAA24720_ (V01473) zein [2ea mays] 

292428 

LIB3061-010-Q1-K1-B6 

BLASTX 

gl41617 

341 

4.0e-32 

117 

57 

ZEIN-BETA PRECURSOR (ZEIN 2) 

>gi_100941_pir S12140 zein 

>gi_100945_pir B29017 zein 

>gi_22515_emb__CAA37595_ {X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



292429 

LIB3061-010-Q1-K1-B8 

BLASTX 

gl6073 

457 

l.Oe-45 

116 
81 

(X59526) zein protein 



(16 KD) (ZEIN ZCl) 
Zcl - maize 
2 - maize 



[Acetabularia mediterranea] 



40745 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



292430 

LIB3061-010-Q1-K1-C6 

BLASTX 

gl68695 

199 

6.0e-16 

76 

58 

(M16218) gamma zein [Zea mays] 
zein gamma [Zea mays] 



>gi_225315_prf 1211356A 



292431 

LIB3061-010-Q1-K1-D4 

BLASTN 

g4185305 

261 

l.Oe-145 

391 

92 

Zea mays cosmid IV.lEl 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 

292432 

LIB3061-010-Q1-K1-F1 

BLASTX 

gl41617 

529 

3.0e-54 

118 

86 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZCl) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

292433 

LIB3061-011-Q1-K1-A5 

BLASTX 

gl41597 

289 

5.0e-26 

110 

61 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ {V01481) reading frame zein [2] 
[Zea mays] 

292434 

LIB3061-011-Q1-K1-B7 

BLASTX 

g72307 

307 

4.0e-28 



40746 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



108 
62 

22K zein precursor (clone pZ22.3) - maize >gi_168686 
(J01246) 26.99 kd zein protein [Zea mays] 

292435 

LIB3061-011-Q1-K1-B8 

BLASTX 

g629861 

206 

l.Oe-16 

67 

63 

zein Zdl, 
zein Zdl 



19K - maize >gi_535020_emb_CAA47639_ (X67203) 
(19 kDa zein) [Zea mays] 



292436 

LIB3061-011-Q1-K1-C6 

BLASTX 

g2194093 

218 

6.0e-18 

76 

61 

Chain A, Stearoyl-Acyl Carrier Protein Desaturase From 
Castor Seeds >gi_2194094_pdb_lAFR_B Chain B, Stearoyl-Acyl 
Carrier Protein Desaturase From Castor Seeds 
>gi__2194095_pdb_lAFR_C Chain C, Stearoyl-Acyl Carrier 
Protein Desaturase From Castor Seeds >gi_2194096__pdb_lAFR_D 
Chain D, Stearoyl-Acyl Carrier Protein Desaturase From 
Castor Seeds >gi_2194097_pdb_lAFR_E Chain E, Stearoyl-Acyl 
Carrier Protein Desaturase From Castor Seeds 
>gi_2194098_pdb_lAFR_F Chain F, Stearoyl-Acyl Carrier 
Protein Desaturase From Castor Seeds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292437 

LIB3061-011-Q1-K1-D2 

BLASTN 

gl037129 

323 

O.Oe+00 

414 

95 

(gamma-zeinA) =opaque2 modifier {5' region} 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 



[Zea mays=maize, 



292438 

LIB3061-011-Q1-K1-E8 

BLASTX 

gl41597 

274 

3.0e-24 

107 

57 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 



40747 



II 



[Zea mays] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292439 

LIB3061-011-Q1-K1-F1 

BLASTX 

gl41610 

257 

3.0e-22 

134 

50 

ZE IN- ALPHA PRECURSOR 



(CLONE Z4] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292440 

LIB3061-011-Q1-K1-F7 

BLASTX 

g4262232 

161 

6.0e-ll 

81 
48 

(AC006200) 
thaliana] 



putative ribosomal protein L7 [Arabidopsis 



Seq, No. 


292441 




Seq. ID 


LIB3061- 


011-Q1-K1-F8 


Method 


BLASTX 




NCBI GI 


g468516 




BLAST score 


426 




E value 


5,0e-42 




Match length 


102 




% identity 


86 




NCBI Description 


(X55724) 


zein [Zea mays] 


Seq, No. 


292442 




Seq. ID 


LIB3061- 


011-Q1-K1-G4 


Method 


BLASTN 




NCBI GI 


g22531 




BLAST score 


66 




E value 


4.0e-29 




Match length 


98 




% identity 


92 




NCBI Description 


Zea mays 


mRNA encoding a 



>gi_270688_gb_I03336_ 
>gi_270741_gb_I03273_ 



zein (clone pZ22,l) 
Sequence 10 from Patent US 4885357 
Sequence 2 from Patent US 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq, ID 



292443 

LIB3061-011-Q1-K1-H6 

BLASTN 

g22537 

105 

3.0e-52 

189 

89 

Maize mRNA for zein polypeptide 
292444 

LIB3061-011-Q1-K1-H7 



(clone M6) 



40748 



Jxiernoa 




NCBI GI 


g22516 


BLAST score 


362 


E value 


(J . ue + uu 


Match length 


434 


% identity 


96 


NCBI Description 


Maize Zc2 gene for zein i 


Seq. No. 


o n O j1 a c 

292445 


Seq. ID 


LIBJUbl-Ulz-Qi-Kl-All 


Metnoa 


"DT 7\ Orpv 

bLAo i A 


NCBI GI 


gl416ul 


BLAbi score 


14 y 


E value 


1 . Ue-09 


Match length 


103 


% identity 


41 


NCBI Description 


ZihilN-ALrHA fKhLUKbUK [ly 




>gi cSzoo/ pir SUo41/ lyi 




maize >gi 22543 emb CAA25 




1 — Zo4) L^ea itiaysj 


Seq. No. 


292446 


Seq. ID 


LIB3061-U12-Q1-K1-A3 


Method 


BliASTX 


NCBI GI 


g508545 


BLAST score 


329 


E value 


1 . Oe-30 


Match length 


116 


% identity 


63 


NCBI Description 


(L34340} zem [Zea mays] 


Seq. No. 


292447 


Seq. ID 


LIB3061-012-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


gl41597 


BLAST score 


ly© 


E value 


2.0e-31 


Match length 


129 


% identity 


63 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 




>gi_72314_pir ZIZM3 19K 




>gi__2 254 5_emb_CAA2 4 7 2 8_ 




[Zea mays] 


Seq. No. 


292448 


Seq. ID 


LIB3061-012-Q1-K1-A5 


Metnoa 


BLASTX 


NCBI GI 


gl41597 


BLAST score 


236 


E value 


1 . Oe-23 


Match length 


bo 


% identity 


77 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 




>gi 72314 pir ZIZM3 19K 




>gi_2 254 5_emb_CAA2 4 7 2 8_ 




[Zea mays] 



(CLONE GZ19AB11) 

,n precursor (clone gZ19ABll) - 
(X05911) 19 kd alpha zein (AA 



(CLONE A30) 



40749 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292449 

LIB3061-012-Q1-K1-A6 

BLASTX 

gl41601 

153 

5.0e-10 

110 

41 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE GZ19AB11) 

>gi_82657_pir S03417 19K zein precursor (clone gZ19ABll) - 

maize >gi_22543_einb_CAA29340_ {X05911) 19 kd alpha zein (AA 
1 - 234) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292450 

LIB3061-012-Q1-K1-B12 

BLASTN 

gl68665 

83 

9.0e-39 

87 

99 

Maize 16-kDa zein-2 mRNA, 



complete cds 



Seq- No. 

Seq. ID ■ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292451 

LIB3061-012-Q1-K1-B8 

BLASTX 

gl41613 

179 

3.0e-20 

76 

79 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONES PZ22.1 AND 22A1) 

>gi_72305_pir ZIZM21 22K zein precursor (clone pZ22.1) 

maize >gi_22532_emb_CAA24725_ {VQ1478) zein [Zea mays] 



Seq. No. 


292452 






Seq. ID 


LIB3061- 


012-Ql 


-Kl-Cl 


Method 


BLASTX 






NCBI GI 


gl68701 






BLAST score 


482 






E value 


l.Oe-48 






Match length 


116 






% identity 


84 






NCBI Description 


(M60837) 


zein 


[Zea mays] 


Seq. No. 


292453 






Seq. ID 


LIB3061- 


012-Ql 


-K1-C12 


Method 


BLASTX 






NCBI GI 


gl68701 






BLAST score 


331 






E value 


7.0e-31 






Match length 


113 






% identity 


65 






NCBI Description 


(M60837) 


zein 


[Zea mays] 


Seq. No. 


292454 






Seq. ID 


LIB3061- 


012-Ql 


-K1-C2 



40750 



Method 


BLASTX 


NCBI GI 


gl00940 


BLAST score 


240 


E value 


3. Oe-20 


Match length 


98 


% identity 


51 


NCBI Description 


zein zAl - maize 


Seq. No. 


292455 


Seq. ID 


LIB30ol-Ul^c-yi-i\l / 


Method 


BLASTX 


NCBI GI 


g3132476 


BLAST score 


205 


E value 


4 . Oe-16 


Match length 


120 


% identity 


42 


NCBI Description 


(ACUUJUyo; unKnown pronex 


Seq. No. 


292456 


Seq. ID 




Method 


BLASTX 


NCBI GI 


giUo440 / 


BLAST score 


146 


E value 


2.0e-09 


Match length 


95 


% identity 


44 


NCBI Description 


elongation factor 1-beta 



BAA04903 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292457 

LIB3061-012-Q1-K1-E7 

BLASTX 

gl41597 

184 

9.0e-14 

77 

55 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A3Q) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi~22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292458 

LIB3061-012-Q1-K1-E8 

BLASTX 

gl41606 

283 

2.0e-25 

108 

58 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19D1) 

>gi__72309_pir ZIZMDl 19K zein precursor (clone cZ19Dl) ■ 

maize >gi_168682 {M12144) 19 kDa zein protein [Zea mays] 



Seq. No. 
Seq. ID 
Method 



292459 

LIB3061-012-Q1-K1-E9 
BLASTX 



40751 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2117355 
268 

2.0e-23 

104 

58 

mitochondrial processing peptidase (EC 3.4.99,41) alpha-II 
chain precursor - potato >gi_587562_emb_CAA56520_ (X80236) 
mitochondrial processing peptidase [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292460 

LIB3061-012-Q1-K1-F10 

BLASTX 

gl41608 

345 

l.Oe-32 

83 

87 

ZEIN-ALPHA PRECURSOR (19 KD) (PMSl) >gi_100943_pir S15655 

zein, 19K - maize >gi_2244 6_emb_CAA37651_ (X53582) 19 kOa 
zein [2ea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292461 

LIB3061-012-Q1-K1-F5 
BLASTX 
gl41597 
319 

2.0e-29 
105 
63 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) 

>gi_22545__emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 



maxze 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292462 

LIB3061-012-Q1-K1-G11 

BLASTN 

g22524 

163 

l.Oe-86 

259 

91 

Zea mays mRNA encoding a zein (clone ZG31A) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
identity 



292463 

LIB3061-012-Q1-K1-G3 

BLASTX 

gl68699 

232 

2.0e-19 

65 

74 



NCBI Description (M60836) zein [Zea mays] 



Seq. No. 
Seq. ID 
Method 



292464 

LIB3061-012-Q1-K1-G4 
BLASTX 



40752 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g629861 
146 

3.0e-09 

59 

53 

zein Zdl, 19K - maize >gi_535020_einb_CAA47639_ 
zein Zdl (19 kDa zein) [Zea mays] 



(X67203) 



292465 

LIB3061-012-Q1-K1-G5 

BLASTX 

gl41602 

318 

2.0e-29 

105 

67 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE M6) 

>gi_82658_pir ^A22831 19K zein precursor (clone M6) - maize 

>gi_22538_emb_CAA26294_ (X02450) zein precursor [Zea mays] 

292466 

LIB3061-012-Q1-K1-G6 

BLASTX 

g72307 

292 

2.0e-26 

116 

57 

22K zein precursor (clone pZ22.3) - maize >gi_168686 
(J01246) 26.99 kd zein protein [Zea mays] 

292467 

LIB3061-012-Q1-K1-G8 

BLASTX 

gl6073 

329 

9.0e-33 

132 

64 

(X59526) zein protein [Acetabularia mediterranea] 
292468 

LIB3061-012-Q1-K1-H12 

BLASTX 

gl709619 

182 

l.Oe-13 

84 

51 

PROTEIN DISULFIDE ISOMERASE PRECURSOR (PDI) / 
DOLICHYL-DIPHOSPHOOLIGOSACCHARIDE-PROTEIN GLYCOT RAN SFE RASE 
(GLYCOSYLATION SITE-BINDING CHAIN) (GSBP) 

>gi__2146814_pir S69181 protein disulfide isomerase (EC 

5.3.4.1) precursor - maize >gi_625148 (L39014) protein 
disulfide isomerase [Zea mays] 



Seq. No. 



292469 



40753 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3061-012-Q1-K1-H2 

BLASTX 

gl41609 

168 

8.0e-12 

66 

56 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS2) >gi_100944_pir S15656 

zein, 19K - maize >gi_22448_emb_CAA41543_ (X58700) 19 kDa 
zein [Zea mays] 



Seq. No. 292470 

Seq. ID LIB3061-012-Q1-K1-H4 

Method BLASTX 

NCBI GI g2832247 

BLAST score 165 

E value l.Oe-24 

Match length 114 

% identity 65 

NCBI Description (AF031569) 22-kDa alpha zein 10 [Zea mays] 

Seq. No. 292471 

Seq. ID LIB3061-013-Q1-K1-A2 

Method BLASTX 

NCBI GI g2832243 

BLAST score 448 

E value l.Oe-44 

Match length 113 

% identity 83 

NCBI Description (AF031569) 22-kDa alpha zein 4 [Zea mays] 
292472 

LIB3061-013-Q1-K1-A5 
BLASTX 
gll6329 
144 

3.0e-09 

29 
79 

ENDOCHITINASE A PRECURSOR (SEED CHITINASE A) >gi_168441 
(M84164) chitinase A [Zea mays] 



Seq. No. 292473 

Seq. ID LIB3061-013-Q1-K1-B10 

Method BLASTX 

NCBI GI g2244816 

BLAST score 176 

E value 9.0e-13 

Match length 84 

% identity 58 , 
NCBI Description (Z97336) hypothetical protein [Arabidopsxs thaliana] 

Seq. No. 292474 

Seq. ID LIB3061-013-Q1-K1-B12 

Method BLASTN 

NCBI GI g340933 

BLAST score 58 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40754 



E value 
Match length 
% Identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



6.0e-24 

225 

87 

Zea mays 10-kDa zein gene, complete cds 
292475 

LIB3061-013-Q1-K1-B5 

BLASTN 

gl68460 

191 

l.Oe-103 

203 

99 

Zea mays cyclophilin (CyP) mRNA, complete cds 



292476 

LIB3061-013-Q1-K1-B8 

BLASTN 

g22514 

86 

l.Oe-40 

336 

84 

Maize Zcl gene for Zein Zcl 



(14 kD zein-2) 



292477 

LIB3061-013-Q1-K1-C10 

BLASTN 

g22445 

60 

4.0e-25 

220 

82 

Zea mays ZMPMSl gene for 19 kDa zein protein 



292478 

LIB3061-013-Q1-K1-D2 

BLASTN 

gl70784 

34 

2.0e-09 

70 

87 

Wheat ubiquitin carrier protein 



(UBCl) mRNA, complete cds 



292479 

LIB3061-013-Q1-K1-D5 

BLASTN 

gl68665 

288 

l.Oe-161 

300 
99 

Maize 16-kDa zein-2 mRNA, 
292480 

LIB3061-013-Q1-K1-E2 



complete cds 



40755 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3850821 

219 

3.0e-18 

70 
60 

{Y18350) U2 snRNP auxiliary factor, large subunit 
[Nicotiana plumbagini folia] 

292481 

LIB3061-013-Q1-K1-E6 

BLASTN 

g22288 

55 

3.0e-22 

107 

88 

Maize rtiRNA fragment for endosperm glutelin-2 



292482 

LIB3061-013-Q1-K1-F2 

BLASTX 

g2832246 

151 

2.0e-10 

53 
55 

(AF031569) 22-kDa alpha 



zein 8 [Zea mays] 



292483 

LIB3061-013-Q1-K1-G12 

BLASTX 

gl41597 

362 

l.Oe-34 

119 
69 

ZEIN-ALPHA PRECURSOR (19 KD) {CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



292484 

LIB3061-013-Q1-K1-G2 

BLASTN 

g22524 

65 

2.0e-28 

223 

84 

Zea mays mRNA encoding a 
292485 

LIB3061-013-Q1-K1-H2 

BLASTX 

gl41603 

381 



zein (clone ZG31A) 



40756 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-37 

111 

75 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) 

>gi222529_emb__CAA24723_ (V01476) zein [Zea mays] 



- maize 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292486 

LIB3061-013-Q1-K1-H4 

BLASTX 

gl41608 

232 

3.0e-19 

103 

49 

ZEIN-ALPHA PRECURSOR (19 KD) (PMSl) >gi_100943__pir_S15655 
zein, 19K - maize >gi_2244 6_emb_CAA37 651_ (X53582) 19 kDa 
zein [Zea mays] 

292487 

LIB3061-013-Q1-K1-H8 

BLASTX 

g2118425 

212 

6.0e-17 
61 

subtilisin/chymotrypsin inhibitor - maize 

>gi_475253_emb_CAA55588_ (X78988) proteinase inhibitor [Zea 
mays] >gi 475922 emb_CAA49593_ (X69972) proteinase 
inhibitor" [Zea mays] >gi_559538_emb_CAA57677_ (X82187) 
substilin /chymotrypsin-like inhibitor [Zea mays] 

292488 

LIB3061-014-Q1-K1-A1 

BLASTX 

g2662341 

501 

8.0e-51 

115 

83 

(D63580) EF-1 alpha [Oryza sativa] 

>gi 2662345__dbj_BAA23659_ (D63582) EF-1 alpha [Oryza 
sativa] >gi_2662347_dbj_BAA23660_ (D63583) EF-1 alpha 
[Oryza sativa] 

292489 

LIB3061-014-Q1-K1-A11 

BLASTX 

g2150002 

367 

4.0e-35 

101 

68 

(AF000940) ribonuclease [Hordeum vulgare] 



Seq. No. 



292490 



40757 



Seq. ID 


LIB3061-014-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


gl35411 


BLAST score 


608 






Match length 


113 


% identity 


99 


NCBI Description 


TUBULIN ALPHA-2 CHAIN >gi 82732 pir S15772 tubulin 




chain - maize >gi_22148_emb_CAA33733_ (X15704) 




alpha2*tubulin [Zea mays] 


Seq, No. 


292491 


Seq. ID 


LIB3061-014-Q1-K1-C7 


Method 


BLASTN 






BLAST score 


43 


E value 


6.0e-15 


Match length 


43 


% identity 


100 


NCBI Description 


Zea mays PDI-like protein mRNA, complete cds 


Seq. No. 


292492 


Seq. ID 


LIB3061-014-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


gl41617 


BLAST score 


239 


E value 


4.0e-20 


Match length 


104 


^ laenuicy 


ou 


NCBI Description 


ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZCl) 




>gi_100941_pir S12140 zein Zcl - maize 




>gi 100945 pir B29017 zein 2 - maize 




>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 




>gi__168666 (M16460) 16-kDa zein protein [Zea mays] 


Seq. No. 


292493 


Seq. ID 


LIB3061-014-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


gl41605 


BLAST score 


516 


E value 


2.0e-54 


Match length 


126 


% identity 


89 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) ■ 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

292494 

LIB3061-014-Q1-K1-E3 

BLASTX 

g2832246 

289 

6,0e-26 

148 
47 

(AF031569) 22-kDa alpha zein 8 [Zea mays] 



40758 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292495 

LIB3061-014-Q1-K1-F11 

BLASTX 

gl41597 

372 

l.Oe-35 

109 

70 

ZEIN-ALPHA PRECURSOR (19 KD) {CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728__ (V01481) reading frame zein [2] 
[Zea mays] 

292496 

LIB3061-014-Q1-K1-F5 

BLASTN 

gl037129 

230 

l.Oe-126 
409 

93 _ 

(gamma-zeinA)=opaque2 modifier {5' region} [Zea mays=maize, 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 

292497 

LIB3061-014-Q1-K1-F7 

BLASTX 

gl41609 

375 

4.0e-36 

114 

72 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS2) >gi_100944_pir S15656 

zein, 19K - maize >gi_22448_emb_CAA4154 3_ (X58700) 19 kDa 
zein [Zea mays] 

292498 

LIB3061-014-Q1-K1-G11 

BLASTX 

g232161 

195 

4.0e-15 

70 

66 

19 KD GLOBULIN PRECURSOR (ALPHA-GLOBULIN) 

>gi_68857_pir ^WMRZ19 19K globulin precursor - rice 

>gi_20159_emb_CAA45400_ (X63990) 19 kDa globulin precursor 
[Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



292499 

LIB3061-014-Q1-K1-G4 

BLASTX 

gl68701 

259 

l.Oe-22 

70 

77 



40759 



NCBI Description (M60837) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292500 

LIB3061-014-Q1-K1-G8 

BLASTX 

gl41603 

330 

3.0e-34 

144 

65 

ZEIN-ALPHA PRECURSOR {19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) 

>gi~22529_einb_CAA24723_ (V01476) zein [Zea mays] 



maize 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2 9250 1 

LIB3061-014-Q1-K1-H3 

BLASTX 

gl41597 

302 

l.Oe-31 

131 

66 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314__pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi~22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2 92502 

LIB3061-014-Q1-K1-H7 

BLASTN 

gl68681 

66 

l.Oe-28 

122 

89 

Maize 19 kDa zein mRNA, clone cZ19Dl, complete cds. 
>gi_270686_gb_I03333_ Sequence 8 from Patent US 



292503 

LIB3061-015-Q1-K1-A7 
BLASTX 
gl41597 
314 

3.0e-41 
138 
47 

ZEIN-ALPHA PRECURSOR 

>gi_7 2 3 1 4_pi r Z I ZM3 

>gi_2 254 5_emb_CAA2 4728 
[Zea mays] 



(19 KD) (CLONE A30) 

19K zein precursor (clone A30) - maize 
(V01481) reading frame zein [2] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



292504 

LIB3061-015-Q1-K1-D2 

BLASTX 

gl41597 

267 

2.0e-23 



40760 



Match length 

% identity 

NCBI Description 



129 
48 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) 

>gi~22545_emb_CAA24728_ (V01481) reading frame zein 
[Zea mays] 



- maize 
[2] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



292505 

LIB3061-015-Q1-K1-E4 

BLASTX 

g3461884 

225 

2.0e-18 

69 

71 

(AB006082) phosphoribosyl-ATP pyrophosphohydrolase 
[Arabidopsis thaliana] >gi_3461886_dbj_BAA32529_ (AB006083) 
phosphoribosyl-ATP pyrophosphohydrolase [Arabidopsis 
thaliana] 

292506 

LIB3061-015-Q1-K1-F7 

BLASTX 

gl41597 

258 

2.0e-22 

76 

70 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 

292507 

LIB3061-016-Q1-K1-A5 

BLASTX 

g224508 

150 

9.0e-10 

104 

41 



NCBI Description zein A20 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



292508 

LIB3061-016-Q1-K1-C12 

BLASTX 

g419803 

307 

4.0e-28 

112 

56 

zein protein - maize >gi_1687 05 
mays] 

292509 

LIB3061-016-Q1-K1-D11 
BLASTX 



(M72708) zein protein [Zea 



40761 



NCBI GI gl41603 
BLAST score 506 
E value 2.0e-51 
Match length 105 
% identity 97 

NCBI Description ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi 72311_j)ir ZIZM2 19K zein precursor (clone A20) - maize 

>gi~22529_emb__CAA24723_ (V01476) zein [Zea mays] 

292510 

LIB3061-016-Q1-K1-D5 
BLASTX 
gl00938 
149 

6.0e-10 
68 
60 

zein precursor - maize >gi_22442_emb_CAA32513_ (X14335) 
zein precursor (AA -21 to 90) [Zea mays] 

Seq. No. 292511 

Seq. ID LIB3061-016-Q1-K1-D9 

Method BLASTX 

NCBI GI gl41605 

BLAST score 509 

E value 9,0e-52 

Match length 114 

% identity 91 

NCBI Description ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi__72312_pir ZIZM92 19K zein precursor (clone cZ19C2) - 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

292512 

LIB3061-016-Q1-K1-E11 
BLASTX 
gl084349 
452 

4.0e-45 
117 
73 

aldehyde dehydrogenase homolog btg-26 - rape 
>gi_913941_bbs_164188 {S77096) aldehyde dehydrogenase 
homolog=btg-26 [Brassica napus, cv. Bridger, Peptide, 494 
aa] [Brassica napus] 

Seq. No, 292513 

Seq. ID LIB3061-016-Q1-K1-E12 

Method BLASTX 

NCBI GI gl321661 

BLAST score 321 

E value 6.0e-30 

Match length 83 

% identity 77 

NCBI Description (D45423) ascorbate peroxidase [Oryza sativa] 

Seq. No. 292514 

Seq. ID LIB3061-016-Q1-K1-E3 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40762 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2832247 

199 

2.0e-19 

96 

62 

(AF031569) 



22-kDa alpha zein 10 [Zea mays] 



292515 

LIB3061-016-Q1-K1-F4 

BLASTX 

g629861 

508 

l.Oe-51 

120 

87 

zein Zdl, 19K - maize >gi_535020_emb_CAA47 639_ 
zein Zdl (19 kDa zein) [Zea mays] 



(X67203) 



292516 

LIB3061-016-Ql-Ki-F5 

BLASTX 

g3850571 

188 

3.0e-14 

69 

61 

(AC00527B) Similar to gb_U85207 snRNP core Sm protein 
homolog Sm-X5 from Mus musculus. EST gb_AA612141 comes 
from this gene. [Arabidopsis thaliana] 



Seq. No. 


292517 


Seq. ID 


LIB3061-016-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g4185308 


BLAST score 


254 


E value 


2.0e-27 


Match length 


141 


% identity 


55 


NCBI Description 


(AF09044 6) 22-kDa alpha zein protein 21 [Zea mays] 


Seq. No. 


292518 


Seq. ID 


LIB3061-016-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g4539303 


BLAST score 


204 


E value 


4.0e-16 


Match length 


71 


% identity 


58 


NCBI Description 


{AL049480) putative protein [Arabidopsis thaliana] 


Seq. No. 


292519 


Seq. ID 


LIB3061-016-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g224509 


BLAST score 


144 


E value 


4.0e-09 



40763 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score " 

E value 

Match length 

% identity 

NCBI Description 



99 
43 

zein El 9 [Zea mays] 
292520 

LIB3061-017-Q1-K1-B3 

BLASTX 

gl41606 

264 

2.0e-23 

75 

73 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19D1) 

>gi_72309_pir ZIZMDl 19K zein precursor (clone cZ19Dl) - 

maize >gi_168682 (M12144) 19 kDa zein protein [Zea mays] 

292521 

LIB3061-017-Q1-K1-C11 

BLASTX 

gl41601 

209 

6.0e-17 

70 
60 

ZEIN-ALPHA PRECURSOR {19 KD) (CLONE GZ19AB11) 

>gi 82657 pir S03417 19K zein precursor (clone gZ19ABll) 

maize >gi_22543_emb_CAA29340_ (X05911) 19 kd alpha zein {I 
1 - 234) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292522 

LIB3061-017-Q1-K1-C12 

BLASTX 

g629861 

142 

4.0e-19 

92 
58 

zein Zdl, 19K - maize >gi_535020_emb_CAA47639_ 
zein Zdl (19 kDa zein) [Zea mays] 



(X67203) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq- No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



2 92523 

LIB3061-017-Q1-K1-D11 

BLASTX 

g4455183 

171 

3.0e-12 

92 

41 

(AL035521) putative protein [Arabidopsis thaliana] 
292524 

LIB3061-017-Q1-K1-E8 

BLASTX 

gl41602 

262 

3.0e-23 
66 



40764 



% identity 


76 


NCBI Description 


2EIN-ALPHA PRECURSOR (19 KD) ( 




>gi 82658 pir A22831 19K zein 




>gi_22538_emb_CAA26294_ (X0245 


Seq. No. 


292525 


Seq. ID 


LIB3061-017-Q1-K1-G10 


Method 


BLASTN 


NCBI GI 


a3821780 


BLAST score 


37 


E value 


2.0e-ll 


Match length 


37 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6 


Seq. No. 


292526 


Seq. ID 


LIB3061-017-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g3548815 


BLAST srore 


161 


E value 


6.0e-ll 


Match length 


64 


% identity 


53 


NCBI Description 


(AC005313) similar to axoneme- 




[Arabidopsis thaliana] 


Seq. No. 


292527 


Seq. ID 


LIB3061-018-Q1-K1-A4 


Method 


BLASTX 






BLAST score 


276 


E value 


2.0e-24 


Match length 


111 


% identity 


57 


NCBI Description 


(AF031569) 22-kDa alpha zein 1 


Seq. No. 


292528 


Seq. ID 


LIB3061-018-Q1-K1-B3 


Method 


BLASTX 




rrl 41 0 
y X T 4. vj X vj 


BLAST score 


144 


E value 


5.0e-09 


Match length 


109 


% identity 


40 


NCBI Description 


ZEIN-ALPHA PRECURSOR (CLONE Z4 


Seq. No. 


292529 


Seq. ID 


LIB3061-018-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


gl41600 


BLAST score 


144 


E value 


4.0e-09 


Match length 


52 


% identity 


63 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) { 



CLONE M6) 



maize 



[Zea mays] 



>gi_72315_pir ZIZMBl 19K zein precursor (clone cZ19Bl) - 

maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 



40765 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292530 

LIB3061-018-Q1-K1-B8 

BLASTX 

g2462826 

150 

l.Oe-09 

138 

34 

{AF000657) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292531 

LIB3061-018-Q1-K1-C3 

BLASTX 

g629861 

371 

l.Oe-35 

133 
59 

zein Zdl, 
zein Zdl 



19K - maize >gi_535020_emb__CAA47639_ (X67203) 
19 kDa zein) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292532 

LIB3061-018-Q1-K1-C9 

BLASTX 

g629862 

433 

5.0e-44 

116 

82 

zein Zdl, 19K - maize >gi__535021_emb_CAA47640_ (X67203) 
zein Zdl (19 kDa zein) [Zea mays] 



Seq. No. 


292533 


Seq. ID 


LIB3061-018-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g224507 


BLAST score 


511 


E value 


5.0e-52 


Match length 


138 


% identity 


78 


NCBI Description 


zein Al [Zea mays] 


Seq. No. 


292534 


Seq. ID 


LIB3061-018-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


gl41604 


BLAST score 


389 


E value 


9.0e-38 


Match length 


125 


% identity 


67 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 ] 


>gi 72310 pir ZIZM91 19K 




maize >gi_168678 (M12146) 


Seq, No. 


292535 


Seq. ID 


LIB3061-018-Q1-K1-E3 



ZD) (CLONE 19C1) 

zein precursor (clone cZ19Cl) ■ 
19 kDa zein protein [Zea mays] 



40766 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl41600 

373 

l.Oe-35 

113 

73 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19B1) 

>gi_72315_pir ZIZMBl 19K zein precursor (clone cZ19Bl) 

maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292536 

LIB3061-018-Q1-K1-E4 

BLASTX 

g2895866 

184 

3.0e-14 

64 

61 

(AF045770) methylmalonate semi-aldehyde dehydrogenase 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292537 

LIB3061-018-Q1-K1-E5 

BLASTX 

gl41600 

230 

2.0e-21 

114 

60 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19B1) 

>gi_72315_pir ZIZMBl 19K zein precursor (clone cZ19Bl) 

maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 



Seq. No. 


292538 


Seq. ID 


LIB3061-018-Q1-K1-E8 


Method 


BLASTN 


NCBI GI 


gl6072 


BLAST score 


116 


E value 


l.Oe-58 


Match length 


263 


% identity 


87 


NCBI Description 


Acetabularia mediterranea zein gene 


Seq. No. 


292539 


Seq. ID 


LIB3061-018-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g542182 


BLAST score 


173 


E value 


6.0e-13 


Match length 


40 


% identity 


85 


NCBI Description 


vicilin-like storage protein Glbl-L 




>gi_22284_emb_CAA41809_ (X59083) vi 




storage protein [Zea mays] 


Seq. No. 


292540 


Seq. ID 


LIB3061-018-Q1-K1-G1 
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Method 


BLASTX 




gz ^ 4 0 u y 


BLAST score 


175 


E value 


2.0e-13 


Match length 


87 


% identity 


55 


NCBI Description 


zein E19 [Zea mays] 


Seq. No. 


292541 


Seq. ID 


LIB3061-019-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


gl41615 


BLAST score 


321 


E value 


7.0e-30 


Match length 


108 


% identity 


61 


NCBI Description 


ZEIN-ALPHA PRECURSOR (22 




>gi_2 2 5 3 6_emb_CAA2 4 7 2 7_ 


Seq, No. 


292542 


Seq, ID 


LIB3061-019-Q1-K1-G10 


Method 


BLASTN 


NCBI GI 


gloo o69 


BLAST score 


135 


E value 


7.0e-70 


Match length 


303 


% identity 


86 


NCBI Description 


Maize 19 kDa zein mRNAr 


Seq. No. 


292543 


Seq. ID 


LIB3G61-G19-Q1-K1-H10 


Method 


BLASTN 


NCBI GI 


g4140643 


BLAbi score 


4U 


E value 


2,0e-13 


Match length 


60 


% identity 


92 


NCBI Description 


Zea mays cosmid II,2E10 




complete sequence 


Seq. No. 


292544 


Seq. ID 


LIB3061-020-Q1-K1-A2 


Method 


BLASTN 


NCBI GI 


gz^44 1 


BLAST score 


106 


E value 


l.Oe-52 


Match length 


278 


% identity 


85 


NCBI Description 


Maize pML2 gene for zeir 


Seq. No, 


292545 


Seq. ID 


LIB3061~020-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


gl731426 


BLAST score 


263 


E value 


2.0e-23 


Match length 


63 



KD) {CLONE PZ22.3) 
(V01480) zein protein 3 [Zea mays] 



40768 



% identity 


78 


NCBI Description 


ZEAMATIN PRECURSOR >gi_4 




product [Zea mays] 


Seq. No. 


292546 


Seq, ID 


LIB3061-020-Q1-K1-B3 


Method 


BLASTN 


NCBI GI 


gl68484 


BLAST score 


68 


E value 


5.0e-30 


Match length 


232 


% identity 


82 


NCBI Description 


Maize endosperm glutelin 


Seq. No. 


292547 


Seq. ID 


LIB3061-020-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


a4185308 


BLAST score 


234 


E value 


2.0e-19 


Match length 


94 


% identity 


56 


NCBI Description 


(AF090446) 22-kDa alpha 


Seq. No. 


292548 


Seq, ID 


LIB3061-020-Q1-K1-D9 


Method 


BLASTX 


NPRT GT 


a2668742 


BLAST score 


390 


E value 


5.0e-38 


Match length 


84 


% identity 


89 


NCBI Description 


( AF034 94 5 ) glycine-rich 


Seq. No. 


292549 


Seq. ID 


LIB3061-020-Q1-K1-E9 


Method 


BLASTX 


NPRT GT 




BLAST score 


218 


E value 


7.0e-18 


Match length 


72 


% identity 


65 


NCBI Description 


(AF031569) 22-kDa alpha 


Seq. No. 


292550 


Seq. ID 


LIB3061-020-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g419803 


BLAST score* 


334 


E value 


3.0e-31 


Match length 


112 


% identity 


61 


NCBI Description 


zein protein - maize >gi 




mays] 


Seq. No. 


292551 


Seq. ID 


LIB3G61-020-Q1-K1-G11 



-2 gene, complete cds 



[Zea mays] 



[Zea mays] 



40769 



Method BLASTX 

NCBI GI gl68693 

BLAST score 433 

E value 7.0e-43 

Match length 142 

% identity 65 

NCBI Description (M29627) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292552 

LIB3061-020-Q1-K1-G6 

BLASTX 

gl41609 

450 

7.0e-45 

130 

72 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS2) >gi_100944__pir S15656 

zein, 19K - maize >gi_22448_emb_CAA41543_ (X58700) 19 kOa 
zein [Zea mays] 



Seq. No. 292553 

Seq. ID LIB3061-020-Q1-K1-H10 

Method BLASTX 

NCBI GI gl68701 

BLAST score 169 

E value 7 .Oe-20 

Match length 105 

% identity 59 

NCBI Description {M6D837) zein [Zea mays] 



Seq. No. 292554 

Seq. ID LIB3061-020-Q1-K1-H7 

Method BLASTX 

NCBI GI g82659 

BLAST score 174 

E value 2.0e-12 

Match length 105 

% identity 45 

NCBI Description 19K zein precursor (clone Z4) - maize 

>gi_4388702_emb_CAA24719__ (V01472) zein [Zea mays] 

Seq. No. 292555 

Seq. ID LIB3061-021-Q1-K1-A3 

Method BLASTX 

NCBI GI g82660 

BLAST score 268 

E value 2.0e-23 

Match length 100 

% identity 59 

NCBI Description 19K zein precursor (clone ZG31A) - maize (fragment) 
>gi_809117_emb_CAA24720__ {V01473) zein [Zea mays] 

Seq. No. 292556 

Seq. ID LIB3061-021-Q1-K1-A4 

Method BLASTX 

NCBI GI g4i9803 

BLAST score 243 



40770 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-34 

126 

65 

zein protein - maize >gi_168705 (M72708) zein protein [Zea 
mays] 

292557 

LIB3061-021-Q1-K1-A5 

BLASTN 

g2832242 

77 

3.0e-35 

201 

43 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 
292558 

LIB3061-021-Q1-K1-B9 

BLASTX 

gl6073 

145 

4.0e-09 

76 

49 

(X59526) zein protein [Acetabularia mediterranea] 
292559 

LIB3061-021-Q1-K1-D6 

BLASTN 

gl68700 

57 

3.0e-23 

264 

85 

Z.mays zein mRNA, complete cds 
292560 

LIB3061-021-Q1-K1-D8 

BLASTX 

gl41601 

216 

6.0e-21 

102 

63 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE GZ19AB11) 

>gi_82657_pir S03417 19K zein precursor (clone gZ19ABll) - 

maize >gi_22543_emb_CAA29340_ (X05911) 19 kd alpha zein (AA 
1 - 234) [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



292561 

LIB3061-021-Q1-K1-F10 

BLASTX 

g224507 

481 

2.0e-48 

144 

72 



40771 



NCBI Description zein Al [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292562 

LIB3061-021-Q1-K1-F4 

BLASTN 

gl68663 

67 

l.Oe-29 

141 

89 

Maize sulfur-rich zein protein of Mr 15,000, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292563 

LIB3061-021-Q1-K1-G2 

BLASTX 

gl68691 

324 

3.0e-30 

87 

77 

(M29628) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292564 

LIB3061-021-Q1-K1-G7 

BLASTN 

gll85555 

197 

l.Oe-107 

388 

91 

Zea mays glyceraldehyde-3-phosphate dehydrogenase 
gene, partial cds 



(gpc4) 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292565 

LIB3061-021-Q1-K1-H5 

BLASTX 

gl41603 

479 

3.0e-48 

118 

86 

ZEIN-ALPHA PRECURSOR 
>gi_7 231 l_pir Z I ZM2 



(19 KD) (CLONE A20) 
19K zein precursor 



clone A20) 



maize 



>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 



292566 

LIB3061-021-Q1-K1-H7 

BLASTX 

gl41607 

308 

4.0e-28 

132 

54 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE PZ19.1) 

>gi_22521_emb_CAA24718_ (V01471) zein [Zea mays] >gi_168672 
(J01244) zein 19 kd protein (partial) [Zea mays] 



40772 



Seq. No. 292567 

Seq. ID LIB3061-022-Q1-K1-A5 

Method BLASTX 

NCBI GI g468516 

BLAST score 209 

E value 5.0e-17 

Match length 69 

% identity 67 

NCBI Description (X55724) zein [Zea mays] 

Seq. No. 292568 

Seq. ID LIB3061-022-Q1-K1-B4 

Method BLASTX 

NCBI GI g419803 

BLAST score 185 

E value 5.0e-14 

Match length 81 

% identity 46 . ^ . rr, 

NCBI Description zein protein - maize >gi_168705 (M72708) zem protexn [Zea 
mays] 

Seq. No. 292569 

Seq. ID LIB3061-022-Q1-K1-B5 

Method BLASTX 

NCBI GI gl 68 4 8 57 . , ' 

BLAST score 629 - 

E value 8.0e-66 

Match length 137 

% identity 33 

NCBI Description {U77940) polyubiquitin [Phaseolus vulgarxs] 

Seq. No. 292570 

Seq. ID LIB3061-022-Q1-K1-B8 

Method BLASTX 

NCBI GI gl6073 

BLAST score 266 

E value 2.0e-23 

Match length 84 

% identity 70 

NCBI Description (X59526) zein protein [Acetabularia mediterranea] 

Seq. No. 292571 

Seq. ID LIB3061-022-Q1-K1-C8 

Method BLASTN 

NCBI GI g2832242 

BLAST score 65 

E value 3.0e-28 

Match length 299 

% identity 13 

NCBI Description Zea mays 22-kDa alpha zein gene cluster, complete sequence 

Seq. No. 292572 

Seq. ID LIB3061-022-Q1-K1-D5 

Method BLASTX 

NCBI GI g4185308 

BLAST score 216 

E value l.Oe-17 



40773 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 
54 

(AF090446) 



22-kDa alpha zein protein 21 [Zea mays} 



292573 

LIB3061-022-Q1-K1-E7 

BLASTX 

g82696 

236 

5.0e-20 

65 

74 

glycine-rich protein - maize >gi_22293_eirib_CAA43431_ 
{X61121) glycine-rich protein [Zea mays] 

292574 

LIB3061-022-Q1-K1-F1 

BLASTX 

gl41617 

304 

l.Oe-31 

101 

71 

2EIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZCl) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



Seq. No. 


292575 


Seq. ID 


LIB3061-022-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


395 


E value 


2.0e-38 


Match length 


108 


% identity 


76 


NCBI Description 


(X59526) zein protein 


Seq. No. 


292576 


Seq, ID 


LIB3061-022-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


gl41608 


BLAST score 


156 


E value 


6.0e-ll 


Match length 


73 


% identity 


55 


NCBI Description 


2EIN-ALPHA PRECURSOR 



KD) (PMSl) >gi_100943_pir S15655 

zein, 19K - maize >gi_22 4 4 6_erab_CAA37 65 1_ {X53582) 19 kDa 
zein [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



292577 

LIB3061-022-Q1-K1-G4 

BLASTX 

gl41603 

600 

2.0e-62 



40774 



Match length 

% identity 

NCBI Description 



134 
92 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) 

>gi 22529_emb_CAA24723_ {V01476) zein [Zea mays] 



- maize 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292578 

LIB3061-023-Q1-K1-A11 

BLASTN 

gl037129 

238 

l.Oe-131 

401 

90 

(gamma-zeinA)=opaque2 modifier {5' region} [Zea mays=maize, 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 



Seq. No. 292579 

Seq. ID LIB3061-023-Q1-K1-A12 

Method BLASTN 

NCBI GI g22524 

BLAST score 83 

E value 4.0e-39 

Match length 123 

% identity 92 ^ 

NCBI Description Zea mays mRNA encoding a zein (clone ZG31A) 

Seq. No. 292580 

Seq. ID LIB3061-023-Q1-K1-A2 

Method BLASTX 

NCBI GI g3790102 

BLAST score 231 

E value 2.0e-19 

Match length 102 

% identity 54 

NCBI Description (AF095521) pyrophosphate-dependent phosphof ructokmase 
alpha subunit [Citrus X paradisi] 

Seq. No. 292581 

Seq. ID LIB3061-023-Q1-K1-A9 

Method BLASTN 

NCBI GI gl68690 

BLAST score 34 

E value l,0e-09 

Match length 34 

% identity 100 

NCBI Description Maize zein mRNA, complete cds, clone ZG124 



Seq. No, 292582 

Seq. ID LIB3061-023-Q1-K1-B1 

Method BLASTX 

NCBI GI gl68699 

BLAST score 269 

E value l.Oe-23 

Match length 86 

% identity 65 

NCBI Description (M60836) zein [Zea mays] 



40775 



292583 

LIB3061-023-Q1-K1-B12 
BLASTX 
gl00925 
170 

l.Oe-12 
54 
59 

zein, 27K - maize (fragment) >gi_22550_emb_CAA41175_ 
(X58197) 27kDa storage protein, zein [Zea mays] 

Seq. No. 292584 

Seq. ID LIB3061-023-Q1-K1-B6 

Method BLASTX 

NCBI GI gl41603 

BLAST score 412 

E value 2.0e-42 

Match length 142 

% identity 66 

NCBI Description ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) - maize 

>gi~22529__emb_CAA24723_ (V01476) zein [Zea mays] 

Seq. No. 292585 

Seq. ID LIB3061-023-Q1-K1-B7 

Method BLASTX 

NCBI GI g2832247 

BLAST score 199 

E value 2.0e-15 

Match length 117 

% identity 41 

NCBI Description (AF031569) 22-kDa alpha zein 10 [Zea mays] 

Seq. No. 292586 

Seq. ID LIB3061-023-Q1-K1-C2 

Method BLASTX 

NCBI GI g224508 

BLAST score 402 

E value 3.0e-39 

Match length 101 

% identity 84 

NCBI Description zein A20 [Zea mays] 

Seq. No. 292587 

Seq. ID LIB3061-023-Q1-K1-C9 

Method BLASTX 

NCBI GI g82659 

BLAST score 316 

E value l.Oe-35 

Match length 130 

% identity 69 

NCBI Description 19K zein precursor (clone Z4) - maize 

>gi_4388702_emb_CAA24719_ {V01472) zein [Zea mays] 

Seq. No. 292588 

Seq. ID LIB3061-023-Q1-K1-D12 

40776 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl41608 

183 

l,0e-13 

38 
95 

ZEIN-ALPHA PRECURSOR {19 KD) (PMSl) >gi_100943_pir 
zein, 19K - maize >gi_2244 6_emb_CAA37651_ (X53582)~ 
zein [Zea mays] 



_S15655 
19 kDa 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292589 

LIB3061-023-Q1-K1-D5 

BLASTX 

gl41614 

271 

7.0e-24 

103 
59 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE ZAl OR Ml) 

>gi_82662_pir ^822831 22K zein precursor (clone Ml) 

>gi_22527_emb_CAA24722_ (V01475) reading frame zein 
mays] >gi_224510_prf 1107201D zein Ml [Zea mays] 

292590 

LIB3061-023-Q1-K1-D6 

BLASTX 

g2660677 

411 

3.0e-40 

124 

61 

(AC002342) unknown protein [Arabidopsis thaliana] 



- maize 
[Zea 



Seq. No. 

Seq^. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



292591 

LIB3061-023-Q1-K1-E12 

BLASTX 

g22216 

243 

l.Oe-20 

73 

74 

(X55722) 22kD zein [Zea mays] 
292592 

LIB3061-023-Q1-K1-E4 

BLASTX 

g2833385 

180 

l.Oe-19 

114 

51 

GRANULE-BOUND GLYCOGEN (STARCH) SYNTHASE PRECURSOR 
>gi_1255714 (U23945) granule-bound starch synthase 
precursor [Sorghum bicolor] 

292593 

LIB3061-023-Q1-K1-E9 



40777 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g470340 

155 

3,0e-10 

119 

35 

(U00043) similar to beta-mannosyltransf erase 
[Caenorhabditis elegans] 

292594 

LIB3061-023-Q1-K1-G1 

BLASTX 

g224508 

608 

3.0e-63 

135 

93 

zein A20 [Zea mays] 
292595 

LIB3061-023-Q1-K1-G11 

BLASTX 

g224515 

168 

6.0e-12 

54 

69 

zein My2 [Zea mays] 
292596 

LIB3061-023-Q1-K1-G6 

BLASTX 

gl41605 

541 

2.0e-55 
131 
8 6 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi 72312 pir ZIZM92 19K zein precursor (clone cZ19C2) • 

maize >gi~168680 (M12145) 19 kDa zein protein [Zea mays] 

292597 

LIB3061-023-Q1-K1-H12 

BLASTX 

gl68691 

268 

8.0e-24 

82 

72 

(M29628) zein [Zea mays] 
292598 

LIB3061-023-Q1-K1-H2 

BLASTN 

gl68681 

218 

l,0e-119 



40778 



Match length 298 
% identity 57 

NCBI Description Maize 19 kDa zein mRNA, clone cZ19Dl, complete cds . 

>gi 270686 gb_I03333_ Sequence 8 from Patent US 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292599 

LIB3061-023-Q1-K1-H7 

BLASTN 

g22445 

33 

2.0e-09 

49 

92 

Zea mays 2MPMS1 gene 



for 19 kDa zein protein 



292600 

LIB3061-024-Q1-K1-A8 

BLASTX 

g4406810 

225 

8.0e-19 

87 
49 

(AC006201) unknown protein [Arabidopsis thaliana] 
292601 

LIB3061-024-Q1-K1-B8 

BLASTX 

gl68691 

229 

3.0e-19 

81 
64 

{M29628) zein [Zea mays] 
292602 

LIB3061-024-Q1-K1-C1 

BLASTN 

gl68679 

147 

3.0e-77 

246 

90 

Maize 19 kDa zein mRNA, clone cZ19C2, complete cds, 
>gi_270687_gb_I03334_ Sequence 9 from Patent US 

292603 

LIB3061-024-Q1-K1-C7 

BLASTN 

g22445 

42 

9.0e-15 

46 
98 

Zea mays ZMPMSl gene for 19 kDa zein protein 



Seq. No. 



292604 



40779 



Seq* ID LIB3061-024-Q1-K1-D7 

Method BLASTX 

NCBI GI gl41616 

BLAST score 227 

E value 4.0e-19 

Match length 50 

% identity 84 

NCBI Description ZEIN-BETA PRECURSOR (16 KD) (ZEIN 2) (CLONE 15A3) 
>gi_168662 (M12147) 15 kDa zein protein [Zea mays] 

Seq. No, 292605 

Seq. ID LIB3061-024-Q1-K1-D9 

Method BLASTX 

NCBI GI g508545 

BLAST score 303 

E value l.Oe-27 

Match length 101 

% identity 66 

NCBI Description {L34340) zein [Zea mays] 

Seq. No. 292606 

Seq. ID LIB3061-024-Q1-K1-E6 

Method BLASTX 

NCBI GI g3138799 

BLAST score 215 

E value l.Oe-17 

Match length 41 

% identity 98 ^ • i 

NCBI Description (AB014058) beta 6 subunit of 20S proteasome [Oryza sativa] 



Seq. No. 292607 

Seq. ID LIB3061-024-Q1-K1-F5 

Method BLASTX 

NCBI GI g224507 

BLAST score 153 

E value 2.0e-10 

Match length 42 

% identity 79 

NCBI Description zein Al [Zea mays] 

292608 

LIB3061-024-Q1-K1-F9 
BLASTX 
g2493046 
366 

5.0e-35 
114 
62 

ATP SYNTHASE DELTA' CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82297_pir ^A41740 H+-transporting ATP synthase (EC 

3.6.1,34) delta' chain precursor - sweet potato 
>gi_217938_dbj_BAA01511_ (D10660) mitochondrial Fl-ATPase 
delta subunit [Ipomoea batatas] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 292609 

Seq. ID LIB3061-024-Q1-K1-G12 

Method BLASTN 



40780 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity _ 

NCBI Description 



g609287 
113 

l.Oe-56 

165 

92 

Z.diploperennis Grandel gene 
292610 

LIB3061-024-Q1-K1-G4 

BLASTX 

gl68701 

289 

2.0e-26 

68 

85 

(M60837) zein [Zea mays] 
292611 

LIB3061-024-Q1-K1-H4 

BLASTN 

g2832242 

80 

3.0e-37 

140 

11 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 
292612 

LIB3061-024-Q1-K1-H5 

BLASTX 

gl35060 

324 

l.Oe-30 

75 

81 

SUCROSE SYNTHASE 1 (SUCROSE-UDP GLUCOSYLTRANSFERASE 1) 

(SHRUNKEN-1) >gi_66570_pir YUZMS sucrose synthase (EC 

2.4.1.13) - maize >gi_22486_emb_CAA2624 7_ (X02400) sucrose 
synthase [Zea mays] >gi_22488_emb_CAA26229_ (X02382) 
sucrose synthase [Zea mays] 

292613 

LIB3061-025-Q1-K1-A10 
BLASTX 
g2501196 
271 

7.0e-24 
47 
98 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description GAMMA- Z EAT HI ON IN 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



292614 

LIB3G61-025-Q1-K1-A5 

BLASTX 

gl41603 

153 

l.Oe-10 



40781 



Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47 
64 



ZE IN- ALPHA PRECURSOR {19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) 

>gi__22529_emb_CAA24723_ (V01476) zein [Zea mays] 



- maize 



292615 

LIB3061-025-Q1-K1-A6 

BLASTX 

g4185513 

215 

2.0e-17 

60 
65 

{AF102823) actin depolymerizing factor 5 [Arabidopsis 
thaliana] >gi_4185517 (AF102825) actin depolymerizing 
factor 5 [Arabidopsis thaliana] 



Seq. No. 


292616 


Seq. ID 


LIB3061-025-Q1-K1-B2 


Method 


BLASTN 


NCBI GI 


g22544 


BLAST score 


155 


E value 


8.0e-82 


Mp't'ph 1 pnn"th 


187 


% identity 


96 


NCBI Description 


Maize mRNA (clone A30) 


Seq. No. 


292617 


Seq. ID 


LIB3061-025-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g629861 


BLAST score 


199 


E value 


2 . Oe-15 


Match length 


119 


% identity 


46 


NCBI Description 


zein Zdl, 19K - maize 




zein Zdl (19 kDa zein) 


Seq . No . 


292618 


Seq, ID 


LIB3061-025-Q1-K1-C10 


Method 


BLASTN 


NCBI GI 


g22528 


BLAST score 


68 


E value 


6.0e-30 


Match length 


76 


% identity 


60 


NCBI Description 


Zea mays ruRNA encoding 


Seq. No. 


292619 


Seq. ID 


LIB3061-025-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g629861 


BLAST score 


380 


E value 


l.Oe-36 


Match length 


111 


% identity 


71 



[Zea mays] 



40782 



NCBI Description zein Zdl, 19K - maize >gi_535020_emb_CAA47639_ (X67203) 
zein Zdl (19 kDa zein) [Zea mays] 



Seq* No. 

Sag, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



292620 

LIB3061-025-Q1-K1-C4 

BLASTX 

g4587513 

285 

9.0e-26 

99 

58 

(AC007060) Contains eukaryotic protein kinase domain 
PF_00069. [Arabidopsis thaliana] 

292621 

LIB3061-025-Q1-K1-C9 

BLASTX 

gll3621 

447 

l.Oe-44 

105 
87 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi 68196_pir ^ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 

292622 

LIB3061-025-Q1-K1-D6 

BLASTN 

g4185305 

216 

l.Oe-118 

386 

90 

Zea mays cosmid IV.lEl 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 

292623 

LIB3061-025-Q1-K1-D7 

BLASTN 

g2828011 

81 

l.Oe-37 

193 

85 

Zea mays starch synthase I precursor (Ssl) mRNA, nuclear 
gene encoding plastid protein, complete cds 

292624 

LIB3061-025-Q1-K1-E2 

BLASTN 

g22542 



40783 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46 

6.0e-17 

118 
86 

Maize gene for Mr 19000 alpha zein and 5 '-flanking region 
292625 

LIB3061-025-Q1-K1-E4 

BLASTX 

gl6073 

385 

3.0e-37 

142 

61 

(X59526) zein protein [Acetafoularia mediterranea] 



292626 

LIB3061-025-Q1-K1-E5 

BLASTX 

gl41603 

239 

2.0e-20 

75 

69 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) 

>gi~22529_emb_CAA24723_ (V01476) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



maize 



292627 

LIB3061-025-Q1-K1-G3 

BLASTX 

gl504056 

163 

2.0e-ll 

54 
56 

(D87045) protein kinase catalytic domain (fragment) [Zea 
mays] 

292628 

LIB3061-025-Q1-K1-H6 

BLASTX 

g224508 

428 

3.0e-42 

131 

71 

zein A20 [Zea mays] 
292629 

LIB3061-026-Q1-K1-A12 

BLASTX 

g2832247 

362 

2.0e-34 

105 
72 



40784 




NCBI Description {AF031569) 22-kDa alpha zein 10 [Zea mays] 

Seq. No. 292630 

Seq. ID LIB3061-026-Q1-K1-A2 

Method BLASTX 

NCBI GI gl41600 

BLAST score 201 

E value l.Oe-15 

Match length 109 

% identity 50 

NCBI Description ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19B1) 

>gi_72315_pir ZIZMBl 19K zein precursor (clone cZ19Bl) 

maize >gi__168674 (M12143) 19 kDa zein protein [Zea mays] 

Seq. No. 292631 

Seq. ID LIB3061-026-Q1-K1-A5 

Method BLASTX 

NCBI GI g2832247 

BLAST score 374 

E value 6.0e-36 

Match length 140 

% identity 61 

NCBI Description {AF031569) 22-kDa alpha zein 10 [Zea mays] 

Seq. No. 292632 

Seq. ID LIB3061-026-Q1-K1-A6 

Method BLASTX 

NCBI GI g468516 

BLAST score 4 97 

E value 2.0e-50 

Match length 124 

% identity 84 

NCBI Description (X55724) zein [Zea mays] 

Seq. No. 292633 

Seq. ID LIB3061-026-Q1-K1-C11 

Method BLASTX 

NCBI GI gl41598 

BLAST score 210 

E value 6.0e-20 

Match length 116 

% identity 59 

NCBI Description ZEIN-ALPHA PRECURSOR (19 KD) (CLONE ZG99) 

>gi__72313_pir ZIZM99 19K zein precursor (clone ZG99) - 

maize >gi_22519_emb_CAA24717_ (V01470) zein [Zea mays] 
>gi_22534_emb_CAA24726_ (V01479) zein [Zea mays] 

Seq. No. 292634 

Seq. ID LIB3061-026-Q1-K1-C6 

Method BLASTX 

NCBI GI g508545 

BLAST score 2 94 

E value 2.0e-26 

Match length 124 

% identity 52 

NCBI Description (L34340) zein [Zea mays] 



40785 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292635 

LIB3061-026-Q1-K1-D11 

BLASTX 

gl41603 

412 

2.0e-40 

114 

78 

ZE IN- ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) 

>gi_22529_einb_CAA24723_ (V01476) zein [Zea mays] 



- maize 



Seq, No. 


292636 


Seq. ID 


LIB3061-026-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 


353 


E value 


2.0e-33 


Match length 


85 


% identity 


84 


NCBI Description 


(AF034945) glycine-rich RNA binding protein [Zea mays 


Seq. No. 


292637 


Seq. ID 


LIB3061-026-Q1-K1-G2 


Method 


BLASTN 


NCBI GI 


gl6072 


BLAST score 


56 


E value 


6.0e-23 


Match length 


116 


% identity 


88 


NCBI Description 


Acetabularia mediterranea zein gene 


Seq. No. 


292638 


Seq. ID 


LIB3061-026-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g2832247 


BLAST score 


351 


E value 


3.0e-33 


Match length 


109 


% identity 


69 


NCBI Description 


(AF031569) 22-kDa alpha zein 10 [Zea mays] 


Seq. No. 


292639 


Seq. ID 


LIB3061-026-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g4324597 


BLAST score 


423 


E value 


l.Oe-41 


Match length 


145 


% identity 


62 


NCBI Description 


(AF106324) sodium proton exchanger Nhxl [Arabidopsis 




thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



292640 

LIB3061-026-Q1-K1-H1 

BLASTX 

gl41614 



40786 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



250 

l.Oe-21 

75 

69 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE ZAl OR Ml) 

>gi_82662_pir B22831 22K zein precursor (clone Ml) 

>gi_22527_emb_CAA24722_ {V01475) reading frame zein 
mays] >gi_224510_prf 1107201D zein Ml [Zea mays] 



- maize 
[Zea 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292641 

LIB3061-026-Q1-K1-H10 

BLASTN 

gl68673 

43 

5.0e-15 

71 

90 

Maize 19 kDa zein mRNA, clone cZ19Bl, complete cds„ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292642 

LIB3061-026-Q1-K1-H6 

BLASTN 

g535019 

195 

l.Oe-106 

287 

49 

Z.mays Zdl tandem genes for zein Zdl (19 kDa Zein) 



292643 

LIB3061-026-Q1-K1-H9 

BLASTX 

gl41597 

415 

9.0e-41 

117 

74 

ZEIN-ALPHA PRECURSOR 
>gi_72314_pir ZIZM3 



(19 KD) (CLONE A30) 

19K zein precursor (clone A30) - maize 

>gi"22545~einb3CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292644 

LIB3061-027-Q1-K1-A7 

BLASTX 

g322870 

166 

3.0e-22 

88 

69 

glucose-l-phosphate adenylyltransf erase (EC 2. 
maize (fragment) 



7.7.27) - 



Seq, No. 
Seq. ID 
Method 
NCBI GI 



292645 

LIB3061-027-Q1-K1-A9 

BLASTX 

gl35060 



40787 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



256 

4.0e-22 

54 

87 

SUCROSE SYNTHASE 1 (SUCROSE-UDP GLUCOSYLTRANSFERASE 1) 

(SHRUNKEN-1) >gi_66570_pir YUZMS sucrose synthase (EC 

2.4.1.13) - maize >gi_22486_emb_CAA26247_ (X02400) sucrose 
synthase [Zea mays] >gi_22488_emb_CAA26229_ {X02382) 
sucrose synthase [Zea mays] 

292646 

LIB3061-027-Q1-K1-B11 

BLASTN 

g4185305 

132 

5.0e-68 

282 

87 

Zea mays cosmid IV.lEl 22-kDa alpha zein protein 21 
(SZ22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292647 

LIB3061-027-Q1-K1-C7 

BLASTX 

gl41603 

309 

2.0e-28 

110 

69 

ZEIN- ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) 

>gi_22529_emb_CAA24723_ {V01476) zein [Zea mays] 



maize 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292648 

LIB3061-027-Q1-K1-D3 

BLASTX 

gl41609 

421 

2.0e-41 

129 

71 

ZEIN-ALPHA PRECURSOR (19 KD) {PMS2) >gi_100944_pir S15656 

zein, 19K - maize >gi_22448_emb_CAA4154 3_ {X58700) 19 kDa 
zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292649 

LIB3061-027-Q1-K1-D4 

BLASTN 

gl68673 

207 

l.Oe-113 

215 
99 

Maize 19 kDa zein mRNA, clone cZ19Bl, complete cds 



40788 



(i 



Seq, No. 292650 

Seq, ID LIB3061-027-Q1-K1-D7 

Method BLASTN 

NCBI GI gl68665 

BLAST score 230 

E value l.Oe-126 

Match length 362 

% identity 91 

NCBI Description Maize 16-kDa zein-2 mRNA, complete cds 

Seq. No. 292651 

Seq. ID LIB3061-027-Q1-K1-D8 

Method BLASTX 

NCBI GI g2668742 

BLAST score 255 

E value 3.0e-22 

Match length 62 

% identity 81 

NCBI Description (AF034945) glycine-rich RNA binding protein [Zea mays J 
292652 

LIB3061-027-Q1-K1-E1 
BLASTX 
gl41609 
223 

3.0e-18 
66 
71 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS2) >gi_100944_pir S15656 

zein, 19K - maize >gi_22448_emb_CAA41543__ (X58700) 19 kDa 
zein [Zea mays] 

Seq. No. 292653 

Seq. ID LIB3061-027-Q1-K1-E10 

Method BLASTX 

NCBI GI g2832247 

BLAST score 212 

E value l.Oe-20 

Match length 138 

% identity 49 

NCBI Description (AF031569) 22-kDa alpha zein 10 [Zea mays] 

Seq. No. 292654 

Seq. ID LIB3061-027-Q1-K1-E5 

Method BLASTX 

NCBI GI gl41603 

BLAST score 389 

E value l.Oe-37 

Match length 136 

% identity 66 

NCBI Description ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi 72311_pir ZIZM2 19K zein precursor (clone A20) - maize 

>gi~22529_emb_CAA24723_ {V01476) zein [Zea mays] 

Seq. No. 292655 

Seq. ID LIB3061-027-Q1-K1-F10 

Method BLASTX 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40789 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4185308 
256 

4.0e-22 

146 

45 

{AF090446) 22-kDa alpha zein protein 21 [Zea mays] 



292656 

LIB3061-027-Q1-K1-F5 

BLASTX 

g2832243 

310 

l.Oe-37 

116 

72 

{AF031569) 22-kDa alpha zein 4 



[Zea mays] 



292657 

LIB3061-027-Q1-K1-G11 

BLASTX 

g224508 

473 

2.0e-47 

147 
72 

zein A20 [Zea mays] 
292658 

LIB3061-027-Q1-K1-G5 

BLASTN 

g22524 

60 

3.0e-25 

184 

84 

Zea mays mRNA encoding 



a zein (clone ZG31A) 



Seq. No. 292659 

Seq. ID LIB3061-027-Q1-K1-G6 

Method BLASTN 

NCBI GI g2832242 

BLAST score 41 

E value 6.0e-14 

Match length 137 

% identity 84 

NCBI Description Zea mays 22-kDa alpha zein gene cluster, complete sequence 

Seq. No. 292660 

Seq. ID LIB3061-027-Q1-K1-G8 

Method BLASTX 

NCBI GI gl41605 

BLAST score 218 

E value 7.0e-18 

Match length 64 

% identity 73 

NCBI Description ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi 72312_pir ZIZM92 19K zein precursor (clone cZ19C2) - 



40790 



maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 



Seq. No. 


292661 


Seq. ID 


LIB3061-027-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g224509 


BLAST score 


262 


E value 


7.0e-23 


Match length 


115 


% identity 


54 


NCBI Description 


zem E19 [zea mays] 


Seq. No. 


292662 


Seq. ID 


LIB3061-027-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


g3386600 


BLAST score 


288 


E value 


6.0e-26 


Match length 


84 


% identity 


64 


NCBI Description 


(AC004665) putative < 


Seq, No. 


292663 


Seq. ID 


LIB3061-02 /-Qi-Kl-H4 


Method 


BLASTX 


NCBI GI 


g451193 


BLAST score 


244 


E value 


5.0e-21 


Match length 


92 


% identity 


57 


NCBI Description 


(L28008) wali7 [Trit 



>gi_1090845_prf_ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292664 

LIB3061-027-Q1-K1-H7 

BLASTX 

g72307 

283 

3.0e-25 

93 

68 

22K zein precursor (clone pZ22.3) - maize >gi_168686 
(J01246) 26.99 kd zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292665 

LIB3061-027-Q1-K1-H8 

BLASTX 

g82660 

369 

2.0e-35 

101 

46 

19K zein precursor (clone ZG31A) - maize (fragment) 
>gi_809117_emb_CAA24720_ (V01473) zein [Zea mays] 



Seq. No. 
Seq. ID 



292666 

LIB3061-028-Q1-K1-A11 



40791 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g464705 

225 

l.Oe-18 

63 
70 

40S RIBOSOMAL PROTEIN S13 >gi_419802__pir S30146 ribosomal 

protein S13.e - maize >gi_2 8 8 0 5 9_emb_CAA4 4 3 11_ (X62455) 
cytoplasmatic ribosomal protein S13 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292667 

LIB3061-028-Q1-K1-A3 

BLASTX 

gl41604 

207 

l.Oe-16 

64 

64 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C1) 

>gi_72310_pir ZIZM91 19K zein precursor (clone cZ19Cl) ■ 

maize >gi 168678 (M12146) 19 kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292668 

LIB3061-028-Q1-K1-B3 

BLASTX 

gll69469 

213 

4.0e-20 

66 

73 

EC PROTEIN HOMOLOG ( ZINC-METALLOTHIONEIN CLASS II) 

>gi_629848_pir S47158 metallothionein II - maize 

>gi_506139 (U10696) Ec metallothionein class II protein 
[Zea mays] >gi_987123_emb_CAA84233_ (Z34469) class II 
metallothionein with homology to wheat Ec [Zea mays] 
>gi_1582362_prf 2118343A metallothionein [Zea mays] 



Seq. No. 


292669 


Seq. ID 


LIB3061-028-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


gl68691 


BLAST score 


179 


E value 


3.0e-13 


Match length 


92 


% identity 


46 


NCBI Description 


(M29628) zein [Zea mays] 


Seq. No. 


292670 


Seq. ID 


LIB3061-028-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


gl41605 


BLAST score 


489 


E value 


3.0e-50 


Match length 


129 


% identity 


88 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 



(CLONE 19C2) 



40792 



• 



maize >gi_168680 {M12145) 19 kDa zein protein [Zea mays] 



Seq. No. 


292671 




Seq. ID 


LIB3061-028 


-Ql-Kl-ElO 


Method 


BLASTX 




NCBI GI 


g2832247 




BLAST score 


363 




E value 


8.0e-35 




Match length 


102 




% identity 


75 




NCBI Description 


(AF031569) 


22-kDa alpha zem 


Seq. No. 


292672 




Seq, ID 


lilBoUbl-U^o 




Method 


BLASTX 




NCBI GI 


gl41597 




BLAST score 


356 




E value 


8.0e-34 




Match length 


133 




% identity 


58 




NCBI Description 


ZEIN-ALPHA 


PRECURSOR (19 KD) 



10 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(CLONE A30) 

>gi_72314__pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 

292673 ^ 

LIB3061-028-Q1-K1-H12 

BLASTX 

g629861 

171 

3.0e-14 

96 

53 

zein Zdl, 19K - maize >gi_535020_emb_CAA47639__ (X67203) 
zein Zdl (19 kDa zein) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292674 

LIB3061-028-Q1-K1-H3 

BLASTX 

gl6073 

385 

3.0e-37 

137 

62 

(X59526) zein protein [Acetabularia mediterranea] 
292675 

LIB3061-029-Q1-K1-A10 

BLASTX 

g2130141 

224 

l.Oe-24 

123 

51 

mudrA protein - maize transposon MuDR >gi_540581 CM76978) 
mudrA [Zea mays] >gi_595816 (U14597) mudrA gene product 
[Zea mays] 



40793 



beg. JNO. 






Xj J- ID ^ \J \J J- V -/ ii-*- J-v-L 


Method 


BLASTX 


NCBI GI 


g224508 


BLAST score 




E value 


1 , ue— / o 


Match length 


1 c: n 


% identity 


O e; 

y J 


NCBI Description 


zem Azu [Ziea inaysj 


beg. jno. 




beg. lu 






RT.ASTX 


NCBI GI 


g729470 


BLAST score 


253 


E value 


l.Oe-21 


Match length 


101 


% identity 


55 


NCBI Description 


MITOCHONDRIAL FORMATE 



(NAD-DEPENDENT FORMATE DEHYDROGENASE) (FDH) 

>gi_542089_pir JQ2272 formate dehydrogenase (EC 1.2.1.2) 

precursor, mitochondrial - potato >gi_297798_emb_CAA79702_ 
(Z214 93) mitochondrial formate dehydrogenase precursor 
[Solanum tuberosiom] 



Seg. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292678 

LIB3061-029-Q1-K1-E4 

BLASTX 

g462195 

198 

2.0e-15 

47 

81 

PROTEIN TRANSLATION FACTOR SUIl HOMOLOG (G0S2 PROTEIN) 

>gi_100682_pir S21636 G0S2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) G0S2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seg. No, 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292679 

LIB3061-029-Q1-K1-F4 

BLASTX 

gl6073 

411 

3.0e-40 

130 

67 

(X59526) zein protein [Acetabularia mediterranea] 



Seg. No. 
Seg. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



292680 

LIB3061-030-Q1-K1-A5 

BLASTN 

g22447 

176 

3.0e-94 

483 



40794 



% identity 83 

NCBI Description Zea mays ZMPMS2 gene for 19 kDa zein protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292681 

LIB3061-030-Q1-K1-B6 

BLASTX 

g451193 

276 

2.0e-24 

75 

73 

(L28008) wali7 [Triticiam aestivum] 

>gi_1090e45_prf 2019486B wali7 gene [Triticum aestiviam] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

. Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



292682 

LIB3061-030-Q1-K1-D10 

BLASTX 

g4185308 

240 

3.0e-20 

94 

57 

(AF090446) 22-kDa alpha zein protein 21 



[Zea mays] 



292683 

LIB3061-030-Q1-K1-D9 

BLASTX 

g2130022 

171 

3.0e-12 

33 
94 

aldose reductase homolog - wild oat >gi_1155213 (U21747) 
aldose reductase-related protein [Avena fatua] 
>gi_1587923_prf 2207360A aldose reductase [Avena fatua] 



Seq. No. 


292684 


Seq, ID 


LIB3061- 


Method 


BLASTX 


NCBI GI 


g4185308 


BLAST score 


339 


E value 


7.0e-32 


Match length 


126 


% identity 


60 


NCBI Description 


(AF09044 


Seq. No. 


292685 


Seq. ID 


LIB3061- 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


399 


E value 


7.0e-39 


Match length 


126 


% identity 


69 


NCBI Description 


{X59526) 


Seq. No. 


292686 



-Ql-Kl-Ell 



22-kDa alpha zein protein 21 [Zea mays] 



zein protein [Acetabularia mediterranea] 



40795 



O ^ /-* TT\ 

bec^, lu 




Method 


DliHO i Vi 


NCBI GI 


gl6072 


BLAST score 


54 


E value 


1 . ue z ± 


Matcn xengtn 


y u 


% identity 


y u 


NCBI Description 


Ti/^cv-i- a"Kn 1 -ri rrtf^H 1 i~ (=^T*T*^=ir) 7PirL QSne 
iiO^ L.cHJU.-LctX. Xd iUCk-tX J- J- ciiicci ^^-£-ii y^ii.^ 


Seq. No. 


z yzoo / 


Seq. ID 


T TR'^fK^I -(T^O-nl -PCI —Cf'^ 
JjXdjUDI UOU ^-L x\± 


Method 


BLASTX 


NCBI GI 


g2244988 


BLAST score 


228 


E value 


o . ue— ly 


Match iengtn 


1 on 


% identity 




NCBI Description 


f70i'^A0\ h\mni-hp-t- i 1 nrnt^in FArabidoDsi 

^ Zi y / O Tt vj ^ iiy^tj uiic LXL^dX ^xk^(-c;xii a.J»yJ_«^v^^l-'-l- 


Seq. No. 


Z yz DO 0 


Seq. ID 


T TR'^n^;i -fi'^n-rii -ki —hi 9 

JjIDjUOX UOU vl -H-X^ 


Method 


BLASTX 


NCBI GI 


g2148017 


BLAST score 


140 


E value 


4.0e-09 


Match length 




% identity 


£ 'a 

DO 


NCBI Description 


ribonuclease I precursor - Zinnia elegans 


tUiyyzo; riDOnUCiea.se Liixim-La. extsy ctiiiD j 


Seq. No. 


o ri o ^ o 

zyzDoy 


Seq. ID 


LloJU Dl — UoU— y 1— Jxl nQ 


Method 


BLASTX 




gfizz uooz 


BLAST score 


163 


E value 


2.0e-ll 


Match length 


54 


% identity 


63 


NCBI Description 


(AL035356) putative protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292690 

LIB3061-031-Q1-K1-B6 

BLASTX 

g629861 

343 

3.0e-32 

136 
57 

zein Zdl^ 
zein Zdl 



19K - maize >gi_535020_emb_CAA47 639_ 
19 kDa zein) [Zea mays] 



(X67203) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



292691 

LIB3061-031-Q1-K1-E3 

BLASTX 

gl41600 

164 

2.0e-21 



40796 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



ZEIN-ALPHA PRECURSOR {19 KD) (CLONE 19B1) 

>gi_72315_pir ZIZMBl 19K zein precursor (clone cZ19Bl) - 

maize >gi__168674 (M12143) 19 kDa zein protein [Zea mays] 

292692 

LIB3061-031-Q1-K1-E4 

BLASTX 

gl41605 

347 

7.0e-33 

103 

71 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) - 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 



292693 

LIB3061-031-Q1-K1-F5 

BLASTX 

gl41603 

517 

l.Oe-52 

126 
85 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A2a) 

>gi_22529_emb_CAA24723_ (V0147 6) zein [Zea mays] 



maize 



292694 

LIB3061-032-Q1-K1-B9 

BLASTX 

gl41608 

264 

4.0e-23 

64 

84 

ZEIN-ALPHA PRECURSOR (19 KD) (PMSl) >gi_10094 3_pir S15655 

zein, 19K - maize >gi_22446__emb_CAA37651_ (X53582) 19 kDa 
zein [Zea mays] 

292695 

LIB3061-032-Q1-K1-C12 

BLASTX 

gl68701 

157 

9.0e-16 

104 

54 



NCBI Description (M60837) zein [Zea mays] 



Seq, No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 



292696 

LIB3061-032-Q1-K1-C8 

BLASTN 

g22215 

36 



40797 



E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-ll 

92 
85 

Z.mays ZSF4C1 gene for zein 
292697 

LIB3061-032-Q1-K1-F7 

BLASTX 

gl41601 

265 

5.0e-30 

135 

62 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE GZ19AB11) 

>gi_82657_pir S03417 19K zein precursor (clone gZ19ABll) - 

maize >gi_22543_einb_CAA29340_ (X05911) 19 kd alpha zein (AA 
1 - 234) [Zea mays] 



Seq, No. 


292698 


Seq. ID 


LIB3061-032-Q1-K1-F9 


Method 


BLASTN 


NCBI GI 


g22542 


BLAST score 


89 


E value 


2.0e-42 


Match length 


101 


?r i Hpni" "i 1" v 


97 


NCBI Description 


Maize gene for Mr 19000 alpha zein and 5' 


Seq. No. 


292699 


Seq. ID 


LIB3061-032-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


gl41604 


BLAST score 


214 


E value 


3.0e-17 


Match length 


101 


% identity 


50 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C1) 




>gi 72310 pir ZIZM91 19K zein precursor 




maize >gi_168678 {M12146) 19 kDa zein pro 


Seq. No. 


292700 


Seq. ID 


LIB3061-033-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


gl68699 


BLAST score 


281 


E value 


2.0e-25 


Match length 


69 


% identity 


80 


NCBI Description 


(M60836) zein [Zea mays] 


Seq. No. 


292701 


Seq. ID 


LIB3061-033-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl41605 


BLAST score 


142 


E value 


8.0e-10 


Match length 


103 



-flanking region 



40798 




% identity 47 

NCBI Description ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) 

maize >gi_168680 {M12145) 19 kOa zein protein [Zea mays] 



Seq. No, 


292702 




Seq. ID 


LIB3061- 


•033-Q1-K1-A3 


Method 


BLASTX 




NCBI GI 


_ O O A CAT 

g224507 




BLAST score 


178 




E value 


5,0e-13 




Match length 


55 




% identity 


65 




NCBI Description 


zein Al 


[Zea mays] 


Seq. No, 


292703 




Seq, ID 


LIB3061- 


-033-Ql-Kl-Bll 


Method 


BLASTX 




NCBI GI 


g224513 




BLAST score 


314 




E value 


5.0e-29 




Match length 


104 




% identity 


62 




NCBI Description 


zein M6 


[Zea mays] 



Seq. No. 


292704 


Seq. ID 


LIB3061-033-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2696229 


BLAST score 


194 


E value 


6.0e-15 


Match length 


63 


% identity 


63 


NCBI Description 


(D55712) chitinase [Oryza sativa] 


Seq. No, 


292705 


Seq. ID 


LIB3061-033-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g2832246 


BLAST score 


209 


E value 


9.0e-17 


Match length 


70 


% identity 


63 


NCBI Description 


(AF031569) 22-kDa alpha zein 8 [Zea 


Seq. No, 


292706 


Seq. ID 


LIB3061-033-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl68699 


BLAST score 


223 


E value 


3,0e-18 


Match length 


64 


% identity 


73 


NCBI Description 


(M60836) zein [Zea mays] 


Seq. No. 


292707 


Seq. ID 


LIB3061-033-Q1-K1-C4 



40799 



Method 


BLASTX 


NCBI GI 


g4iyoU J 


BLAST score 


278 


E value 


7.0e-25 


Match length 


88 


% identity 


59 


NCBI Description 


zem protein - maxze >gi_168705 (M7 




mays] 


Seq. No. 


292708 


Seq. ID 


LIB3061-033~Q1-K1-D4 


Method 


BLASTN 


NCBI GI 


gl68694 


BLAST score 


37 


E value 


2 . Oe-11 


Match length 


85 


% identity 


87 


NCBI Description 


Maize gamma zein luRNA, partial cds 


Seq. No. 


292709 


Seq. ID 


LIB3061-033-Q1-K1-E11 


Method 


BLASTN 


NCBI GI 


g22516 


BLAST score 


318 


E value 


l.Oe-179 


Match length 


394 


% identity 


95 


NCBI Description 


Maize Zc2 gene for zein Zc2 (28 kD 


Seq. No. 


292710 


Seq. ID 


LIB3061-033-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


gl41609 


BLAST score 


301 


E value 


5.0e-28 


Match length 


70 


% identity 


89 


NCBI Description 


ZEIN-ALPHA PRECURSOR {19 KD) (PMS2) 



glutelin-2) 



>gi__100944__pir 31565^ 

zein, 19K - maize >gi_22448_einb_CAA41543_ {X58700) 19 kDa 
zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



292711 

LIB3061-033-Q1-K1-E5 

BLASTX 

g224514 

187 

l.Oe-14 

48 

83 

zein M8 [Zea mays] 
292712 

LIB3061-033-Q1-K1-E9 

BLASTX 

gl41601 

211 

7.0e-17 



40800 



Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



101 
50 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE GZ19AB11) 

>gi_82657_pir S03417 19K zein precursor (clone gZ19ABll) - 

maize >gi_22543_einb_CAA29340_ (X05911) 19 kd alpha zein (AA 
1 - 234) [Zea mays] 

292713 

LIB3061-033-Q1-K1-F5 

BLASTN 

gl6072 

65 

4.0e-28 

133 

87 

Acetabularia mediterranea zein gene 
292714 

LIB3061-033-Q1-K1-F9 

BLASTX 

g3294467 

208 

3.0e-29 

136 

57 

(U89341) phosphoglucomutase 1 [Zea mays] 



292715 

LIB3061-033-Q1-K1-G5 

BLASTX 

gl21205 

200 

l.Oe-15 

107 

50 

GLOBULIN-1 S ALLELE PRECURSOR (GLBl-S) 
(M24845) globulin precursor [Zea mays] 



(7S-LIKE) >gi_168481 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



292716 

LIB3061-033-Q1-K1-H1 

BLASTX 

gl36757 

377 

2.0e-36 

117 

67 

GRANULE-BOUND GLYCOGEN (STARCH) SYNTHASE PRECURSOR 

>gi_100881_pir S07314 UDPglucose — starch 

glucosyltransf erase (EC 2.4.1.11) precursor - maize 
>gi_168653 (M24258) amyloplast-specif ic transit protein 
[Zea mays] >gi_1644339_emb_CAA27574_ (X03935) glucosyl 
transferase [Zea mays] 

292717 

LIB3061-033-Q1-K1-H5 

BLASTX 

gll2994 



40801 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410 

3.0e-40 

89 

92 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ {X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



292718 

LIB3061-033-Q1-K1-H7 

BLASTX 

g224513 

367 

2.0e-35 

81 

93 



NCBI Description zein M6 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292719 

LIB3061-034-Q1-K1-A5 

BLASTX 

g629862 

486 

5.0e-49 

140 

71 

zein Zdl, 19K - maize >gi_535021_emb_CAA47640_ {X67203) 
zein Zdl (19 kDa zein) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292720 

LIB3061-034-Q1-K1-B10 

BLASTX 

g629861 

320 

l.Oe-29 

97 

68 

zein Zdl, 19K - maize >gi_535G20_emb_CAA47639_ 
zein Zdl (19 kDa zein) [Zea mays] 



(X67203) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292721 

LIB3061-034-Q1-K1-B11 

BLASTX 

gl68703 

178 

3.0e-13 

35 

97 

(M86591) 22 kDa zein protein [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



292722 

LIB3061-034-Q1-K1-B4 

BLASTX 

gl707019 



40802 




BLAST score 146 

E value 2.0e-09 

Match length 98 

% identity 41 

NCBI Description (U78721) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 292723 

Seq. ID LIB3061-034-Q1-K1-B9 

Method BLASTN 

NCBI GI gl68484 

BLAST score 170 

E value 8,0e-91 

Match length 301 

% identity 8 9 

NCBI Description Maize endosperm glutelin-2 gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BI^ST score 

E value 

Match length 

% identity 

NCBI Description 



292724 

LIB3061-034-Q1-K1-C7 

BLASTX 

gl41603 

476 

7.0e-48 

129 

78 

ZEIN-ALPHA PRECURSOR 
>gi_7 231 l_pi r Z I ZM2 



(19 KD) (CLONE A20) 
19K zein precursor 



clone A20) - maize 



>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 



Seq. No. 


292725 




Seq. ID 


LIB3061-034-Q1-K1- 


-D5 


Method 


BLASTX 




NCBI GI 


g2832247 




BLAST score 


309 




E value 


2.0e-28 




Match length 


98 




% identity 


65 




NCBI Description 


(AF031569) 22-kDa 


alpha zein 10 [ 


Seq. No. 


292726 




Seq. ID 


LIB3061-034-Q1-K1- 


-D9 


Method 


BLASTN 




NCBI GI 


gl68681 




BLAST score 


139 




E value 


3.0e-72 




Match length 


227 




% identity 


90 




NCBI Description 


Maize 19 kDa zein 


mRNA, clone cZl 




>gi_270686_gb_I03333_ Sequence 8 


Seq. No. 


292727 




Seq. ID 


LIB3061-034-Q1-K1- 


-ElO 


Method 


BLASTN 




NCBI GI 


gl061304 




BLAST score 


66 




E value 


9.0e-29 




Match length 


165 




% identity 


86 





9D1, complete cds. 
from Patent US 



40803 



NCBI Description Z.mays ZSF4C5 gene for zein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292728 

LIB3061-034-Q1-K1-E9 

BLASTX 

gl6073 

181 

l.Oe-13 

64 

64 

(X59526) zein protein [Acetabularia mediterranea] 



Seq. No. 


292729 


Seq. ID 


LIB3061-034-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g82660 


BLAST score 


268 


E value 


7.0e-24 


Match length 


59 


% identity 


92 


NCBI Description 


19K zein precursor {clone ZG31A) - maize (fragment 


>gi 809117 emb CAA24720__ {V01473) zein [Zea mays] 


Seq. No. 


292730 


Seq, ID 


LIB3061-034-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g2832243 


BLAST score 


162 


E value 


7.0e-12 


Match length 


81 


% identity 


57 


NCBI Description 


(AF031569) 22-kDa alpha zein 4 [Zea mays] 


Seq. No. 


292731 


Seq. ID 


LIB3061-035-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


377 


E value 


3.0e-36 


Match length 


103 


% identity 


75 


NCBI Description 


{X59526) zein protein [Acetabularia mediterranea] 


Seq. No. 


292732 


Seq. ID 


LIB3061-035-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g451193 


BLAST score 


257 


E value 


3.0e-22 


Match length 


97 


% identity 


81 


NCBI Description 


{L28008) wali7 [Triticum aestivum] 




>gi 1090845 prf 2019486B wali7 gene [Triticum aes 


Seq. No. 


292733 


Seq. ID 


LIB3061-035-Q1-K1-B1 


Method 


BLASTX 



40804 



NCBI GI 


gl68691 


BLAST score 


169 


E value 


5 . Oe-25 


Match length 


133 


% identity 


51 


NCBI Description 


(M29628) zein [Zea mays] 


Seq. No. 


292734 


Seq. ID 


LIB3061-035-Q1-K1-B11 


Method 


BLASTN 


NCBI GI 


g22544 


BLAST score 


138 


E value 


l.Oe-71 


Match length 


318 


% identity 


87 


NCBI Description 


Maize mRNA (clone A30) f( 


Seq. No. 


292735 


Seq. ID 


LIB3061-035-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g224509 


BLAST score 


244 


E value 


9, Oe-21 


Match length 


118 


% identity 


50 


NCBI Description 


zein E19 [Zea mays] 


Seq, No. 


292736 


Seq. ID 


LIB3061-035-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


gl41600 


BLAST score 


182 


E value 


3.0e-27 


Match length 


98 


% identity 


65 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 



zein (a plant storage protein) 



) (CLONE 19B1) 

>gi_72315_pir ZIZMBl 19K zein precursor (clone cZ19Bl) ■ 

maize >gi 168674 (M12143) 19 kDa zein protein [Zea mays] 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292737 

LIB3061-035-Q1-K1-C1 

BLASTX 

g4206209 

299 

3.0e-27 

122 

52 

(AF071527 
thaliana] 



putative glucan synthase component [Arabidopsis 
>gi_4263042_gb_AAD15311_ [AC005142) putative 



glucan synthase component [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



292738 

LIB3061-035-Q1-K1-C2 

BLASTX 

gl68691 

166 

2.0e-ll 



40805 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
- BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46 
78 

(M29628) zein [Zea mays] 
292739 

LIB3061-035-Q1-K1-C8 

BLASTX 

gl41597 

292 

l.Oe-42 

136 

76 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 

292740 

LIB3061-035-Q1-K1-D1 

BLASTX 

g728906 

274 

l.Oe-26 

131 

53 

PROBABLE CALCIUM-TRANSPORTING ATPASE 5 

>gi__1077722_pir S50669 hypothetical protein YER166w - 

yeast (Saccharomyces cerevisiae) >gi_603407 (U18922) 
Yerl66wp [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292741 

LIB3061-035-Q1-K1-E3 

BLASTX 

g629861 

457 

3.0e-48 

142 

76 

zein Zdl, 19K - maize >gi_535020_emb_CAA47639_ 
zein Zdl (19 kDa zein) [Zea mays] 



(X67203) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292742 

LIB3061-035-Q1-K1-E4 

BLASTX 

g2832246 

201 

l.Oe-22 

142 

50 

(AF031569) 22-kDa alpha zein 8 [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



292743 

LIB3061-035-Q1-K1-F10 

BLASTN 

g22528 

52 

2.0e-20 



40806 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



188 
82 

Zea mays mRNA encoding a zein (clone A20) 
292744 

LIB3061-035-Q1-K1-F11 

BLASTX 

g544421 

297 

8.0e-27 

62 

95 

GLYCINE-RICH RNA-BINDING PROTEIN 1 >gi_4 85420_pir S12311 

glycine-rich RNA-binding protein (clone SI) - sorghum 
(fragment) >gi_21623_emb_CAA408 63_ (X57663) glycine-rich 
RNA-binding protein [Sorghum bicolor] 

292745 

LIB3061-035-Q1-K1-F3 

BLASTX 

g4185308 

541 

2.0e-55 

121 

93 

(AF090446) 22-kDa alpha zein protein 21 [Zea mays] 



292746 

LIB3061-035-Q1-K1-G1 

BLASTX 

g419803 

358 

4.0e-34 

123 

64 

zein protein - maize >gi_168705 
mays] 



(M72708) zein protein [Zea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value , 

Match length 

% identity 

NCBI Description 



292747 

LIB3061-035-Q1-K1-G8 

BLASTX 

g4539005 

292 

3.0e-26 

148 

43 

(AL049481) putative oxidoreductase [Arabidopsis thaliana] 
292748 

LIB3061-035-Q1-K1-H7 

BLASTX - - ^ „ 

g629862 

291 

3.0e-26 

93 

63 

zein Zdl, 19K - maize >gi_535021_emb__CAA47640_ (X67203) 



40807 



zein Zdl (19 kDa zein) [Zea mays] 



beq. No. 




Seq. ID 


LIB3061-036-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g2832247 


BLAST score 


191 


E value 


1 . Oe-14 


Match length 


73 


% identity 


56 


NCBI Description 


{AF031569) 22-kDa alpha zem 


Seq. No. 


/oU 


Seq. ID 


LIB3061-036-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g2995405 


BLAST score 


506 


E value 


2. Oe-51 


Match length 


143 


% identity 


66 


NCBI Description 


(Y12432) polyprotein [Ananas 


Seq. No. 


o no c 1 

^9z7ol 


Seq. ID 


LIB3061-036-Q1-K1-B9 


Method 


BLASTN 


■NCBI GI 


gl68696 


BLAST score 


61 


E value 


l-Oe-25 


Match length 


189 


% identity 


84 


NCBI Description 


2. mays zein mRNA, 3* end 


Seq. No. 


O A O T CO 

292752 


Seq. ID 


LIB3061-036-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g224509 


BLAST score 


230 


E value 


5.0e-19 


Match length 


105 


% identity 


77 


NCBI Description 


zein E19 [Zea mays] 


Seq. No. 


o no c o 


Seq. ID 


LIB3061-036-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g2655098 


BLAST score 


215 


E value 


3.0e-17 


Match length 


138 


% identity 


39 


NCBI Description 


{AF023472) peptide transport 


Seq. No. 


292754 


Seq. ID 


LIB3061-036-Q1-K1-F4 


Method 


BLASTN 


NCBI GI 


gl68673 


BLAST score 


192 



40808 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l,0e-104 

357 

89 

Maize 19 kDa zein ruRNA, clone cZ19Bl, complete cds 
292755 

LIB3061-036-Q1-K1-F6 

BLASTX 

gl41600 

176 

5.0e-21 

133 

53 

ZEIN-ALPHA PRECURSOR (19 KD) [CLONE 19B1) 

>gi_72315_pir ZIZMBl 19K zein precursor (clone cZ19Bl) - 

maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 

292756 

LIB3061-036-Q1-K1-F9 

BLASTN 

g4185305 

78 

9.0e-36 

219 

89 

Zea mays cosmid IV.lEl 22-kDa alpha zein protein 21 
(sz22-21) gene^ complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 

292757 

LIB3061-036-Q1-K1-H1 

BLASTX 

g4432819 

547 

3.0e-56 

146 

69 

(AC006593) 
thaliana] 



putative kinesin light chain [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value - 



292758 

LIB3061-036-Q1-K1-H6 

BLASTX 

gl68691 

239 

4.0e-20 

118 

51 

(M29628) zein [Zea mays] 
292759 

LIB3061-037-Q1-K1-B7 

BLASTX 

gl41600 

143 

9.0e-09 



40809 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28 
100 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19B1) 

>gi_72315_pir ZIZMBl 19K zein precursor (clone cZ19Bl) 

maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 

292760 

LIB3061-037-Q1-K1-B8 - . 

BLASTN 

gl75854 

68 

8.0e-30 

76 

97 

O.sativa 28S large subunit rRNA, 5' end 
292761 

LIB3061-037-Q1-K1-C10 

BLASTN 

gl68690 

65 

3.0e-28 

217 

83 

Maize zein mRNA, complete cds, clone ZG124 
292762 

LIB3061-037-Q1-K1-D2 

BLASTX 

gl41613 

162 

4.0e-ll 

90 
44 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONES PZ22.1 AND 22A1) 

>gi_72305_pir ZIZM21 22K zein precursor (clone pZ22.1) 

maize >gi_22532_eiab_CAA24725_ {V01478) zein [Zea mays] 

292763 

LIB3061-037-Q1-K1-D5 

BLASTX 

gl6073 

153 

l.Oe-10 

51 

65 

(X59526) zein protein [Acetabularia mediterranea] 
292764 

LIB3061-037-Q1-K1-D6 

BLASTX 

g4185308 

373 

8.0e-36 

90 

86 

{AF090446) 22-kDa alpha zein protein 21 [Zea mays] 



40810 



Seq. No. 




Seq- ID 


LirSoUbl-Uo / -yi-J\l-Cjlz 


Method 


BLASTX 


NCBI GI 


g451193 


BLAST score 


313 


E value 


5 . Oe-29 


Match length 


94 


% identity 


65 


NCBI Description 


(LzoUUo) wall/ [iritiicuiu aesT-ivumj 


>gi luyUo4o prr zUiy^oDrs waii / gene 


Seq. No. 


ZyZ / Ob 


Seq. ID 


LIB3061-037-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


149 


E value 


6. Oe-10 


Match length 


68 


% identity 


54 


NCBI Description 


(X59526) zein protein [Acetabularia 


Seq. No. 




Seq. ID 


LIB3061-0o /-Ql-Ki-Eo 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


361 


E value 


2.0e-34 


Match length 


95 


% identity 


82 


NCBI Description 


(X59526) zein protein [Acetabularia 


Seq. No. 


o no T (CO 
^92 / DO 


Seq. ID 


LIBoOol-uo /-Ql-Kl-iiib 


Method 




NCBI GI 


g72307 


BLAST score 


270 


E value 


9.0e-24 


Match length 


131 


% identity 


50 


NCBI Description 


22K zein precursor (clone pZ22.3) - 



[Triticum aestivum] 



(J01246) 26.99 kd zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292769 

LIB3061-037-Q1-K1-F1 

BLASTX 

gl41602 

386 

2.0e-37 

91 

88 

ZEIN-7VLPHA PRECURSOR { 

>gi_82658_pir ^A22831 

>gi_2 253 8__emb_CAA2 6294 



19 KD) {CLONE M6) 

19K zein precursor (clone M6) - maize 
(X02450) zein precursor [Zea mays] 



Seq. No. 
Seq. ID 



292770 

LIB3061-037-Q1-K1-F11 



40811 



Method 


11 

BLASTX 


NCBI GI 


g2673912 


BLAST score 


202 


E value 


9.0e-16 


Match length 


62 


% identity 


61 


NCBI Description 


(AC002561 



unknown protein [Arabidopsis thaliana] 



Seq. No. 


292771 


Seq. ID 


LIB3061-037-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


152 


E value 


6.0e-10 


Match length 


37 


% identity 


81 


NCBI Description 


{X59526) zein protein [Acetabularia mediterranea] 


Seq. No. 


292772 


Seq. ID 


LIB3061-037-Q1-K1-F4 


Method 


BLASTN 


NCBI GI 


gl68675 


BLAST score 


195 


E value 


l.Oe-105 


Match length 


252 


% identity 


97 


NCBI Description 


Maize mutant zein (zE19) gene, complete cds 


Seq. No. 


292773 


Seq. ID 


LIB3061-037-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


174 


E value 


8.0e-13 


Match length 


52 


% identity 


77 


NCBI Description 


(X59526) zein protein [Acetabularia mediterranea] 


Seq. No. 


292774 


Seq. ID 


LIB3061-037-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


gl41605 


BLAST score 


580 


E value 


5.0e-60 


Match length 


143 


% identity 


82 


NCBI Description 


ZEIN-ALPHA PRECURSOR {19 KD) (CLONE 19C2) 



>gi__72312_pir ZIZM92 19K zein precursor (clone cZ19C2) 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



292775 

LIB3061-037-Q1-K1-G11 

BLASTX 

gl68693 

321 

9.0e-30 
81 



40812 



II 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



80 

(M29627) zein [Zea mays] 
292776 

LIB3061-037-Q1-K1-G12 

BLASTX 

gl68695 

345 

7.0e-33 

89 
75 

(M16218) gamma zein [Zea mays] >gi_225315_prf_ 
zein gamma [Zea mays] 



1211356A 



292777 

LIB3061-037-Q1-K1-G5 

BLASTX 

gl41605 

399 

7.0e-39 

105 

80 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) - 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

292778 

LIB3061-037-Q1-K1-G9 

BLASTX 

g72307 

321 

l.Oe-29 

121 

59 

22K zein precursor (clone pZ22.3) - maize >gi_168686 
(J01246) 26.99 kd zein protein [Zea mays] 

292779 

LIB3061-037-Q1-K1-H12 

BLASTX 

gl41597 

242 

l.Oe-20 

105 

54 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 

292780 

LIB3061-037-Q1-K1-H6 

BLASTN 

g22483 

40 

3.0e-13 
60 



40813 



% identity 


92 


NCBI Description 


Z.mays RNA for superoxide dismutase Sod4 


Seq. No. 


292781 


Seq. ID 


LIB30 61-037 -Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


gl41600 


BLAST score 


148 


E value 


5.0e-16 


Match length 


100 


% identity 


51 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19B1) 




>gi_72315_pir ZIZMBl 19K zein precursor (cloi 




maize >gi 168674 (M12143) 19 kDa zem protein 


Seq. No. 


292782 


Seq. ID 


LIB3061-038-Q1-K1-A11 


Method 


BLASTN 


NCBI GI 


g22447 


BIjAST score 


59 


E value 


2. Oe-24 


Match length 


139 


% identity 


87 


NCBI Description 


Zea mays ZMPMS2 gene for 19 kDa zein protein 


Seq. No. 


292783 


Seq. ID 


LIB3061-038-Q1-K1-B7 


Method 


BLASTN 


NCBI GI 


gl68687 


BLAST score 


38 


E value 


6.0e-12 


Match length 


54 


% identity 


93 


NCBI Description 


Maize 22 kDa zein mRNA, clone cZ22C2, partial 


Seq. No. 


292784 


Seq. ID 


LIB3061-038-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


gl68691 


BLAST score 


284 


E value 


2.0e-25 


Match length 


104 


% identity 


62 


NCBI Description 


(M29628) zein [Zea mays] 


Seq. No. 


292785 


Seq. ID 


LIB3061-038-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


gl68691 


BLAST score 


250 


E value 


2,0e-21 


Match length 


128 


% identity 


48 


NCBI Description 


(M29628) zein [Zea mays] 


Seq. No, 


292786 


Seq. ID 


LIB3061-038-Q1-K1-D1 
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Method 


BLASTN 


NCBI GI 


gl68677 


BLAST score 


50 


E value 


5.0e-19 


Match length 


58 


% identity 


97 


NCBI Description 


Maize 19 kDa zein mRNA, clone cZ19Cl, complet 


Seq. No. 


292787 


Seq. ID 


LIB3061-038-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g508545 


BLAST score 


231 


E value 


3.0e-19 


Match length 


80 


% identity 


60 


NCBI Description 


(L34340) zein [Zea mays] 


Seq. No. 


292788 


Seq. ID 


LIB3061-Q38-Q1-K1-D12 


Method 


BLASTN 


NCBI GI 


g22525 


BLAST score 


107 


E value 


3.0e-53 


Match length 


163 


% identity 


94 


NCBI Description 


Zea mays gene encoding a zein (clone zAl) 


Seq. No. 


292789 


Seq. ID 


LIB3061-038-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g2286151 


BLAST score 


439 


E value 


8.0e-49 


Match length 


136 


% identity 


77 


NCBI Description 


(AF007580) translation initiation factor [Zea 


Seq. No. 


292790 


Seq. ID 


LIB3061-038-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


gll70503 


BLAST score 


237 


E value 


6.0e-20 


Match length 


120 


% identity 


50 


NCBI Description 


EUKARYOTIC INITIATION FACTOR 4A-1 {EIF-4A-1) 



>gi_322503_pir JC1452 translation initiation factor 

eIF-4Al - Arabidopsis thaliana >gi_16554_emb_CAA46188_ 
(X65052) eukaryotic translation initiation factor 4A-1 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



292791 

LIB3061-038-Q1-K1-E12 

BLASTX 

g224508 

382 
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# 



E value 7.0e-37 

Match length 107 

4 identity 77 

NCBI Description zein A20 [Zea mays] 



Seq. No. 292792 

Seq. ID LIB3061-038-Q1-K1-E4 

Method BLASTN 

NCBI GI g22514 

BLAST score 142 

E value 4.0e-74 

Match length 173 

% identity 97 

NCBI Description Maize Zcl gene for Zein Zcl (14 kD zern-2) 
292793 

LIB3061-038-Q1-K1-E7 
BLASTX 
g82654 
217 

l.Oe-17 
40 
100 

lOK zein precursor - maize >gi_22541_emb_CAA30409_ {X07535) 
lOkDa zein (AA 1 - 150) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 292794 

Seq. ID LIB3061-038-Q1-K1-F5 

Method BLASTX 

NCBI GI g4220532 

BLAST score 187 

E value 4.0e-14 

Match length 100 

% identity 50 . 

NCBI Description (AL035356) putative protein [Arabidopsis thaliana] 

Seq. No. 292795 

Seq. ID LIB3061-038-Q1-K1-F7 

Method BLASTN 

NCBI GI g22514 

BLAST score 358 

E value 0-Oe+OO 

Match length 404 

% identity 98 

NCBI Description Maize Zcl gene for Zein Zcl (14 kD zein-2) 

Seq. No. 292796 

Seq. ID LIB3061-038-Q1-K1-G5 

Method BLASTX 

NCBI GI gl41613 

BLAST score 434 

E value 5.0e-43 

Match length 130 

% identity 7 4 . . 

NCBI Description ZEIN-ALPHA PRECURSOR (22 KD) (CLONES PZ22.1 AND 22A1) 

>gi_72305_pir ZIZM21 22K zein precursor (clone pZ22.1) - 

maiie >gi 22532_emb_CAA24725_ (V01478) zein [Zea mays] 



40816 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292797 

LIB3061-038-Q1-K1-G7 

BLASTX 

g3913804 

423 

l,0e-41 

132 

67 

HISTONE H2B.3 >gi_577825_emb_CAA49584_ {X69960) H2B histone 
[Zea mays] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292798 

LIB3061-038-Q1-K1-H8 

BLASTX 

g4580398 

233 

2.0e-30 

99 

71 

{AC007171) putative protein kinase APKIA [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292799 

LIB3061-039-Q1-K1-A8 

BLASTX 

gl41614 

177 

8.0e-14 

60 

75 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE ZAl OR Ml) 

>gi_82662_pir B22831 22K zein precursor (clone Ml) - maize 

>gi_22527_emb_CAA24722_ (V01475) reading frame zein [Zea 
mays] >gi_224510_prf 1107201D zein Ml [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292800 

LIB3061-039-Q1-K1-B3 

BLASTX 

gl522681 

222 

4.0e-18 
143 
37 

(U49240) symplekin 
(Y10931) symplekin 



[Homo sapiens] >gi_2143262__emb_CAA718 61_ 
[Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292801 

LIB3061-039-Q1-K1-C2 

BLASTN 

g313759 

92 

2.0e-44 

140 

92 

Z.mays hsp 70-1 gene for heat shock protein 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292802 

LIB3061-039-Q1-K1-D12 

BLASTN 

g2832242 

47 

l,0e-17 

130 

26 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 



Seq. No. 


292803 


Seq. ID 


LIB3061-039-Q1-K1-E11 


Method 


BLASTN 


NCBI GI 


g4140643 


BLAST score 


50 


ILl V CLX Li. "3 


5.0e-19 


Match length 


118 


% identity 


22 


NCBI Description 


Zea mays cosmid II.2E10 22-kDa alpha zein 




complete sequence 


Seq. No. 


292804 


Seq. ID 


LIB3061-039-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g629861 




170 


E value 


3.0e-25 


Match length 


101 


% identity 


62 


NCBI Description 


zein Zdl, 19K - maize >gi_535020__emb_CAA47 




zein Zdl (19 kDa zein) [Zea mays] 


Seq. No. 


292805 


Seq. ID 


LIB3061-039-Q1-K1-F6 


Method 


BLASTN 


NCBI GI 


g22514 


BLAST score 


73 


■ Fl VP 1 1 1 p 


4 Oe-33 


Match length 


136 


% identity 


89 


NCBI Description 


Maize Zcl gene for Zein Zcl (14 kD zein-2) 


Seq. No. 


292806 


Seq. ID 


LIB3061-039-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


gl41600 


BLAST score 


185 


E value 


3.0e-14 


Match length 


75 


% identity 


52 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19B1) 




>gi 72315 pir ZIZMBl 19K zein precursor ( 




maize >gi_168674 (M12143) 19 kDa zein prot 


Seq. No. 


292807 


Seq. ID 


LIB3061-039-Q1-K1-H2 


Method 


BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g82660 
482 

2.0e-4B 

136 

74 

19K zein precursor (clone ZG31A) - maize (fragment) 
>gi_809117_emb_CAA24720_ (V01473) zein [Zea mays] 



Seq. No. 


292808 


Seq. ID 


LIB30 61-04 0-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


gl504052 


BLAST score 


361 


E value 


2.0e-47 


Match length 


132 


% identity 


74 


NCBI Description 


(D87042) Calcium-dependent prote 


Seq. No. 


292809 


Seq. ID 


LIB3061-040-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g2392772 - 


BLAST score 


157 


E value 


l.Oe-10 


Match length 


33 


% identity 


88 


NCBI Description 


{AC002534) putative chloroplast 




[Arabidopsis thaliana] 


Seq. No. 


292810 


Seq, ID 


LIB3061-040-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g464986 


BLAST score 


160 


E value 


5.0e-ll 


Match length 


75 



[Zea mays] 



% identity 

NCBI Description 



51 



(UBIQUITIN-PROTEIN 
(UBCAT4B) 

(EC 



UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) 

>gi_421857_pir S32674 ubiquitin — protein ligase 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201__ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB36765.1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



292811 

LIB3061-040-Q1-K1-C8 

BLASTN 

g2828011 

127 

4.0e-65 

171 

94 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Zea mays starch synthase I precursor (Ssl) mRNA, nuclear 
gene encoding plastid protein, complete cds 

292812 

LIB3061-04 0-Q1-K1-E1 

BLASTX 

g629861 

217 

2.0e-19 

77 

74 

zein Zdl, 19K - maize >gi_535020_emb_CAA47 639_ (X67203) 
zein Zdl (19 kDa zein) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292813 

LIB3061-040-Q1-K1-E11 

BLASTX 

gl33028 

152 

6.0e-10 

119 
39 

SOS RIBOSOMAL PROTEIN L9, CHLOROPLAST PRECURSOR (CL9) 

>gi_71257_pir R5MUL9 ribosomal protein L9 precursor, 

chloroplast - Arabidopsis thaliana >gi_164 99_emb_CAA77480_ 
{Z11129) plastid ribosomal protein CL9 [Arabidopsis 
thaliana] >gi_16501_emb_CAA77594_ (Z11509) Chloroplast 
ribosomal protein CL9 [Arabidopsis thaliana] 



Seq. No. 


292814 


Seq. ID 


LIB3061-040-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g3435196 


BLAST score 


473 


E value 


l.Oe-47 


Match length 


137 


% identity 


66 


NCBI Description 


(AF067773) glutamyl-tRNA 


Seq, No. 


292815 


Seq. ID 


LIB3061-040-Q1-K1-F6 


Method 


BLASTX 


NCBI GI. 


gl41617 


BLAST score 


391 


E value 


3.0e-45 


Match length 


112 


% identity 


84 


NCBI Description 


ZEIN-BETA PRECURSOR (ZEIN 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



(16 KD) (ZEIN ZCl) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

292816 

LIB3061-040-Q1-K1-F7 

BLASTX 

gl68691 
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BLAST score 


263 


E value 


6. Oe-23 


Match length 


127 


% identity 


41 


NCBI Description 


(M29628) zem [Zea mays] 


Seq. No. 


292817 


Seq. ID 


LIB3061-040-Q1-K1-G11 


Method 


BLASTN 


NCBI GI 


g725275 


BLAST score 


85 


E value 


l.Oe-40 


Match length 


103 


% identity 


96 


NCBI Description 


Zea mays thioredoxin M mRNA, 


Seq. No. 


292818 


Seq. ID 


LIB30 61-04 0-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g2462744 


BLAST score 


278 


E value 


6.0e-25 


Match length 


91 


% identity 


58 


NCBI Description 


(AC002292) Hypothetical prot 


Seq. No. 


292819 


Seq. ID 


LIB3061-040-Q1-K1-H7 


Method 


BLASTN 


NCBI GI 


g22447 


BLAST score 


46 


E value 


8.0e-17 


Match length 


94 


% identity 


87 


NCBI Description 


Zea mays ZMPMS2 gene for 19 


Seq. No. 


292820 


Seq. ID 


LIB3061-041-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g2864618 


BLAST score 


438 


E value 


1- Oe-43 


Match length 


108 


% identity 


69 


NCBI Description 


(AL021811) putative protein 


Seq. No. 


292821 


Seq. ID 


LIB3061-041-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


gl41605 


BLAST score 


415 


E value 


7.0e-41 


Match length 


97 


% identity 


91 


NCBI Description 


ZE IN- ALPHA PRECURSOR (19 KD) 



complete cds 



[Arabidopsis thaliana] 



kDa zein protein 



(CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) 

maize >gi_168680 {M12145) 19 kDa zein protein [Zea mays] 
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# 



Seq. No, 


292822 




Seq. ID 


LIB3061-041-Q1- 


-K1-B9 


Msthod. 


BLASTX 




NCBI GI 


gl68701 




BLAST score 


441 




E value 


8.0e-44 




Match length 


121 




% identity 


79 




NCBI Description 


(M60837) zein 


[Zea mays] 


Seq. No. 


292823 




Seq. ID 


LIB3061-041-Q1 


-K1-F12 


Method 


BLASTN 




NCBI GI 


g22537 




BLAST score 


150 




E value 


8.0e-79 




Match length 


166 




% identity 


69 




NCBI Description 


Maize mRNA for 


zein polyp 


Seq. No. 


292824 




Seq. ID 


LIB3061-041-Q1 


-K1-F2 


Method 


BLASTX 




NCBI GI 


g629862 




BLAST score 


209 




E value 


6.0e-17 




Match length 


72 




% identity 


64 




NCBI Description 


zein Zdl, 19K 


- maize >gi 



(clone M6) 



zein Zdl (19 kDa zein) [Zea mays] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292825 

LIB3061-041-Q1-K1-G2 

BLASTX 

gl41608 

204 

4.0e-16 

47 

87 

ZEIN-ALPHA PRECURSOR (19 KD) (PMSl) >gi_100943_pir S15655 

zein, 19K - maize >gi_224 4 6_emb_CAA37651_ (X53582) 19 kDa 
zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292826 

LIB3061-Q41-Q1-K1-H4 

BLASTN 

g22099 

66 

l.Oe-28 

74 

97 

Z.mays 27kDa zein locus DNA 



Seq. No. 
Seq. ID 
Method 



292827 

LIB3061-041-Q1-K1-H5 
BLASTN 



40822 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



gl68665 
109 

2.0e-54 

317 

84 

Maize 16-kDa zein-2 mRNA, complete cds 
292828 

LIB3061-042-Q1-K1-C1 

BLASTX 

gl762142 

237 

2.0e-20 

74 

61 

{U48434) putative cytochrome P450 [Solanum chacoense] 
292829 

LIB3061-042-Q1-K1-E1 

BLASTX 

gl41608 

281 

4.0e-27 

141 

51 

ZEIN-ALPHA PRECURSOR (19 KD) (PMSl) >gi_100943_pir S15655 

zein, 19K - maize >gi_2244 6_emb_CAA37 651_ (X53582) 19 kDa 
zein [Zea mays] 

292830 

LIB3061-042-Q1-K1-E10 

BLASTN 

g22537 

121 

9.0e-62 

185 

67 

Maize mRNA for zein polypeptide (clone M6) 



292831 

LIB3061-042-Q1-K1-F2 

BLASTX 

gl41603 

302 

2.0e-27 

115 

57 

ZEIN-ALPHA PRECURSOR 
>gi_7 231 l_pir Z I ZM2 



(19 KD) (CLONE A20) 
19K zein precursor 



(clone A20) - maize 



>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 
292832 

LIB3061-042-Q1-K1-F6 

BLASTX 

g468516 

298 

4.0e-29 



40823 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



119 
63 

(X55724) zein [Zea mays] 
292833 

LIB3061-042-Q1-K1-G11 

BLASTX 

gl69805 

213 

3,0e-17 

84 

55 

(L12252) [Oryza sativa DNA fragment with a miscellaneous 
signal and an open reading frame.], gene product [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292834 

LIB3061-042-Q1-K1-G4 

BLASTX 

g82660 

360 

3.0e-34 

112 
68 

19K zein precursor (clone ZG31A) - maize (fragment) 
>gi 809117 emb CAA24720_ (V01473) zein [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292835 

LIB3061-042-Q1-K1-G8 

BLASTX 

gl41603 

278 

3.0e-35 

128 

69 

ZEIN-ALPHA PRECURSOR (19 
>gi 72311 pir ZIZM2 19K 



KD) (CLONE A20) 
zein precursor 



(clone A20) - maize 



>gi_22529_emb_CAA24723_ {V01476) zein [Zea mays] 
292836 

LIB3Q61-042-Q1-K1-H1 

BLASTX 

gll8109 

285 

6.0e-34 

109 

72 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) (CPH) 

>gi_68410_pir CSZPA peptidylprolyl isomerase (EC 5.2.1.8) 

A - fission yeast (Schizosaccharomyces pombe) 
>gi_5016_emb_CAA37322_ (X53223) cyclophilin (AA 1-162) 
[ Schi z OS acchar omyces pombe ] >gi_12 3 625 8_db j _BAA1 2 1 8 3_ 
(D83992) peptidyl -prolyl cis-trans isomerase 
[Schizosaccharomyces pombe] 



Seq. No. 



292837 



40824 



Seq. ID 


J_ilboUDi-U4z— yi-l\l-nZ 


'hji A -)- n ^ 
Metnou 


dJ-iAo i A 


NCBI GI 


gl68697 


BLAST score 


361 


E value 


2 . Oe-34 


Match length 


99 


% identity 


78 


NCBI Description 


(MoOoio) zem [Zea maysj 


Seq. No. 


O o o o o 

292838 


Seq. ID 


TT'D'^nd nyi 0— Pii —Tfi —uyi 
LinoU bl — U4Z""y 1 ivl— ri*i 


Metnoa 




NCBI GI 


gl68703 


BLAST score 


242 


E value 


8 . Oe-21 


Match length 


56 


% identity 


88 


NCBI Description 


(M86591) 22 kOa zem protein L 


Seq. No. 


292839 


Seq. ID 


LIB3061-u42-Q1-K1-Hd 


Method 


ID T TV O nT\T 


NCBI GI 


g2341060 


BLAST score 


71 


E value 


4.0e-32 


Match length 


143 


% identity 


89 


NCBI Description 


Zea mays translational initiat 




mRNA, complete cds 


Seq. No. 


292840 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g629861 ^ 


BLAST score 


251 


E value 


6.0e-22 


Match length 


62 



% identity 

NCBI Description 



81 

zein Zdl, 19K - maize >gi_535020_emb_CAA47 639_ 
zein Zdl (19 kDa zein) [Zea mays] 



(X67203) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292841 

LIB3061-043-Q1-K1-A8 

BLASTX 

gl41609 

146 

3.0e-09 

93 

37 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS2) >gi_100944_pir S15656 

zein, 19K - maize >gi_22448_emb_CAA41543_ (X58700) 19 kDa 
zein [Zea mays] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



292842 

LIB3061-043-Q1-K1-B1 

BLASTX 

g224509 



40825 



11 



BLAST score 


335 


E value 


2. Oe-31 


Match length 


106 


% identity 


68 


NCBI Description 


zein E19 [Zea mays] 


Seq. No. 


292843 


Seq. ID 


LIB3061-043-Q1-K1-B3 


Metnoa 


BLASTX 


NCBI GI 


gl68701 


BLAST score 


250 


E value 


1. Oe-21 


Match length 


66 


% identity 


79 


NCBI Description 


(M60837) zein [Zea mays] 


Seq. No. 


292844 


Seq, ID 


LIB3061-043-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


gI41604 


BLAST score 


207 


E value 


2.0e-16 


Match length 


75 


% identity 


59 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



) (CLONE 19C1) 

>gi_72310__pir ZIZM91 19K zein precursor {clone cZ19Cl) 

maize >gi_168678 {M12146) 19 kDa zein protein [Zea mays] 

292845 

LIB3061-043-Q1-K1-B8 

BLASTX 

gl41613 

419 

3.0e-41 

138 

67 

ZEIN-ALPHA PRECURSOR {22 KD) {CLONES PZ22.1 AND 22A1) 

>gi_72305_pir ZIZM21 22K zein precursor {clone pZ22.1) 

maize >gi_22532_emb_CAA24725_ (V01478) zein [Zea mays] 

292846 

LIB3061-043-Q1-K1-C7 

BLASTX 

g629861 

350 

l.Oe-43 

127 

80 

zein Zdl, 19K - maize >gi_535020_emb_CAA47639_ {X67203) 
zein Zdl (19 kDa zein) [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



292847 

LIB3061-043-Q1-K1-C8 

BLASTX 

g4185308 

212 

5.0e-26 



40826 



Match length 


81 


% identity 


86 


NCBI Description 


(AF090446) 22-kDa alpha 


Seq. No. 


292848 


Seq. ID 


LIB3061-043-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g468516 


BLAST score 


332 


E value 


5.0e-31 


Match length 


103 


% identity 


68 


NCBI Description 


(X55724) zein [Zea mays] 


Seq. No. 


292849 


Seq. ID 


LIB30 61-04 3-Ql-Kl-Dl 


Method 


BLASTX 


NCBI GI 


gl41597 


BLAST score 


368 


E value 


3.0e-35 


Match length 


115 


% identity 


70 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 




>gi 72314 pir ZIZM3 19K 




>gi_2 254 5_einb_CAA2 4 7 2 8_ 




[Zea mays] 


Seq. No. 


292850 


Seq. ID 


LIB3061-043-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


gl41597 


BLAST score 


220 


E value 


7.0e-18 


Match length 


103 


% identity 


50 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 




>gi 72314_pir ZIZM3 19K 




>gi_2 254 5_emb_CAA2 4 7 2 8_ 




[Zea mays] 


Seq. No. 


292851 


Seq. ID 


LIB3061-043-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


gl41599 


BLAST score 


418 


E value 


5 . Oe-41 


Match length 


119 


% identity 


75 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 




>gi_72316_pir ZIZMA2 191 




-^maize (fragment) >gi_168< 




[Zea mays] 


Seq. No. 


292852 


Seq. ID 


LIB3061-043-Q1-K1-F3 


Method ~ 


BLASTX 


NCBI GI 


gl00925 



KD) (CLONE A30) 

zein precursor (clone A30) - maize 
(V01481) reading frame zein [2] 



KD) (CLONE A30) 

zein precursor (clone A30) - maize 
(V01481) reading frame zein [2] 



(CLONE 19A2) 



40827 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



330 

7.0e-31 

63 

84 

zein, 27K - maize (fragment) >gi_22550_emb__CAA41175_ 
(X58197) 27kDa storage protein, zein [Zea mays] 



Seq. No. 


292853 


Seq. ID 


LIB3061-043-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3915847 


BLAST score 


273 


E value 


5.0e-24 


Match length 


75 


% identity 


69 


NCBI Description 


4 OS RIBOSOMAL PROTEIN 




4 OS ribosomal protein 


Seq. No, 


292854 


Seq. ID 


LIB3061-043-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


gl41604 


BLAST score 


260 


E value 


2.0e-27 


Match length 


84 


% identity 


79 


NCBI Descriotion 


ZEIN-ALPHA PRECURSOR 




>gi 72310 pir ZIZM91 




maize >gi_168678 (M12: 


Seq. No. 


292855 


Seq. ID 


LIB3061-043-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


379 


E value 


l.Oe-36 


Match length 


107 


% identity 


75 


NCBI Description 


(X59526) zein protein 


Seq. No. 


292856 


Seq. ID 


LIB3061-043-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


gl41608 


BLAST score 


322 


E value 


6.0e-30 


Match length 


113 


% identity 


63 


NCBI Description 


ZEIN-ALPHA PRECURSOR 




zein, 19K - maize >gi_ 




zein [Zea mays] 


Seq. No. 


292857 


Seq. ID 


LIB3061-043-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g4185308 


BLAST score 


195 



>gi_2335095 (AC002339) putative 
[Arabidopsis thaliana] 



(19 KD) (CLONE 19C1) 
19K zein precursor (clone cZ19Cl) - 
L46) 19 kDa zein protein [Zea mays] 



[Acetabularia mediterranea] 



;i9 KD) (PMSl) >gi 



100943_pir S15655 

: (X53582} 19 kDa 



40828 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-21 

133 

52 

(AF090446) 22-kDa alpha zein protein 21 [Zea mays] 
292858 

LIB3061-044-Q1-K1-A6 

BLASTX 

gl41601 

184 

5.0e-14 

80 

50 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE GZ19AB11) 

>gi_82657_pir S03417 19K zein precursor (clone gZ19ABll) - 

maize >gi_22543_emb_CAA29340_ (X05911) 19 kd alpha zein (AA 
1 - 234) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292859 

LIB3061-044-Q1-K1-F6 
BLASTX 
gl41597 
273 

3.0e-24 
100 
61 

ZEIN-ALPHA PRECURSOR 

>gi_7 231 4_p i r Z I ZM3 

>gi_2 254 5_emb_CAA2 4728 
[Zea mays] 



(19 KD) (CLONE A30) 

19K zein precursor (clone A30) - maize 
(V01481) reading frame zein [2] 



Seq. No. 


292860 


Seq. ID 


LIB3061-044-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g224508 


BLAST score 


195 


E value 


4.0e-15 


Match length 


99 


% identity 


54 


NCBI Description 


zein A20 [Zea mays] 


Seq. No. 


292861 


Seq. ID 


LIB3061-045-Q1-K1-A9 


Method 


BLASTN 


NCBI GI 


gl68673 


BLAST score 


265 


E value 


l.Oe-147 


Match length 


409 


% identity 


92 


NCBI Description 


Maize 19 kDa zein mRN^ 


Seq. No. 


292862 


Seq. ID 


LIB3061-045-Q1-K1-B10 


Method 


BLASTN 


NCBI GI 


gl68692 


BLAST score 


41 


E value 


l.Oe-13 



40829 



Match length 

% identity 

NCBI Description 



41 
100 

Maize zein rtiRNA, complete cds, clone ZG7 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292863 

LIB3061-045-Q1-K1-B9 

BLASTX 

gl41605 

391 

6.0e-38 

127 

67 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) ■ 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292864 

LIB3061-045-Q1-K1-D1 

BLASTX 

gl68424 

420 

2.0e-41 

113 

74 

{M5944 9) polypeptide chain-binding protein [Zea mays] 
292865 

LIB3061-045-Q1-K1-G9 

BLASTX 

gl6073 

234 

l.Oe-26 

98 

70 

(X59526) zein protein [Acetabularia mediterranea] 



292866 

LIB3061-045-Q1-K1-H5 

BLASTX 

gl41611 

216 

l.Oe-22 

108 

63 

ZEIN-ALPHA (22 KD) 
zein (clone B49) - 



(CLONE B49) >gi_72308_pir ZIZM49 22K 

maize (fragment) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292867 

LIB3061-04 6-Q1-K1-A6 

BLASTX 

g2832246 

250 

2.0e-21 

78 

73 

(AF031569) 22-kDa alpha zein 8 [Zea mays] 



40830 



Seq. No. 


292868 


Seq. ID 


TTmriiCi rt A /z r\T v] 
LIBJUol-U4 D-yi-Ki-bo 


Method 


dLAo 1 N 


NCBI GI 


g4151124 


BLAST score 


37 


E value 


2 . Oe-11 


Match length 


45 


% identity 


96 


NCBI Description 


Zea mays PDI-like prot 


Seq, No. 


292869 


Seq. ID 


LIB3061-U4 6-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g224508 


BLAST score 


387 


E value 


3 . Oe-44 


Match length 


125 


% identity 


82 


NCBI Description 


zem A20 [Zea mays] 


Seq. No. 


292870 


Seq. ID 


LIB3061-04 6-Q1-K1-D3 


Method 


BLASTX 


NCBI bl 


gi4 loU4 


BLAST score 


307 


E value 


2.0e-28 


Match length 


80 


% identity 


80 


NCBI Description 


ZEIN-ALPHA PRECURSOR { 



complete cds 



>gi_72310_pir ZIZM91 19K 

maize >gi_168678 (M12146) 



CD) (CLONE 19C1) 
zein precursor (clone cZ19Cl) 
19 kDa zein protein [Zea mays] 



Seq. No. 


292871 


Seq. ID 


LIB3061-046-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g224508 


BLAST score 


265 


E value 


3.0e-23 


Match length 


114 


% identity 


51 


NCBI Description 


zein A20 [Zea mays] 


Seq. No. 


292872 


Seq. ID 


LIB3061-046-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


gl41605 


BLAST score 


189 


E value 


l.Oe-14 


Match length 


61 


% identity 


67 


NCBI Description 


ZEIN-ALPHA PRECURSOR 



9 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 



Seq. No- 
Seq. ID 
Method 



292873 

LIB3061-046-Q1-K1-E8 
BLASTX 



40831 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl68701 
411 

3.0e-40 

124 

69 

(M60837) 



zein [Zea mays] 



292874 

LIB3061-046-Q1-K1-F10 

BLASTX 

g72307 

424 

8.0e-42 

119 

76 

22K zein precursor (clone pZ22. 
(J01246) 26.99 kd zein protein 



292875 

LIB3061-046-Q1-K1-F2 

BLASTX 

gl41597 

235 

7.0e-20 

91 

59 

ZEIN-ALPHA PRECURSOR (19 

>gi_72314__pir ZIZM3 19K 

>gi_2 254 5_emb_CAA2 4 7 2 8_ 
[Zea mays] 



3) - maize 
[Zea mays] 



>gi_168686 



KD) (CLONE A30) 

zein precursor (clone A30) - maize 
(V01481) reading frame zein [2] 



Seq. No. 


292876 


Seq. ID 


LIB3061-( 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


401 


E value 


4.0e-39 


Match length 


132 


% identity 


66 


NCBI Description 


(X59526) 


Seq. No. 


292877 


Seq. ID 


LIB3061- 


Method 


BLASTN 


NCBI GI 


g902585 


BLAST score 


52 


E value 


3.0e-20 


Match length 


76 


% identity 


92 


NCBI Description 


Zea mays 


Seq. No. 


292878 


Seq. ID 


LIB3061- 


Method 


BLASTX 


NCBI GI 


g4049351 


BLAST score 


228 


E value 


8.0e-19 



047-Q1-K1-B6 



complete cds 



40832 



Match length 

% identity 

NCBI Description 



77 
51 

(AL034567) nodulin-like protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



292879 

LIB3061-047-Q1-K1-D11 

BLASTX 

g82660 



BLAST score 


146 


E value 


3. Oe-09 


Match length 


59 


% identity 


58 


NCBI Description 


19K zein precursor (clone 




>gi_8 0 9 1 1 7_einb_CAA2 4 7 2 0_ 


Seq. No. 


292880 


Seq. ID 


LIB3061-047-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g2832246 


BLAST score 


157 


E value 


7.0e-ll 


Match length 


55 


% identity 


58 


NCBI Description 


(AF031569) 22-k:Da alpha z 


Seq. No, 


292881 


Seq. ID 


LIB3061-047-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


gl41597 


BLAST score 


240 


E value 


3.0e-20 


Match length 


123 


% identity 


47 


NCBI Description 


ZEIN-ALPHA PRECURSOR {19 




>gi 72314 pir ZIZMS 19K 




>gi_22545_einb__CAA24728_ {' 




[Zea mays] 


Seq. No. 


292882 


Seq. ID 


LIB3061-047-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g2832246 


BLAST score 


412 


E value 


3.0e-40 


Match length 


119 


% identity 


75 


NCBI Description 


(AF031569) 22-kDa alpha z 


Seq. No. 


292883 


Seq. ID 


LIB3061-047-Q1-K1-G9 


Method 


BLASTN 


NCBI GI 


gl68673 


BLAST score 


46 


E value 


7.0e-17 


Match length 


150 


% identity 


83 



(V01473) zein 



e (fragment) 
[Zea mays] 



8 [Zea mays] 



KD) (CLONE A30) 

zein precursor (clone A30) - maize 
V01481) reading frame zein [2] 



8 [Zea mays] 



NCBI Description Maize 19 kDa zein mRNA, clone cZ19Bl, complete cds 



40833 



Seq. No. 


292884 




Seq. ID 


LIB3061-047-Q1-K1-H2 




Method 


BLASTX 




NCBI GI 


g419803 




BLAST score 


164 




E value 


6.0e-12 




Match length 


48 




% identity 


67 




NCBI Description 


zein protein - maize >gi_ 


168705 (M72708) 




mays] 




Seq. No. 


292885 




Seq. ID 


LIB3061-047-Q1-K1-H3 




Method 


BLASTX 




LN IJ 4, O JL 


CT82660 

y w ^ w *j vj 




BLAST score 


214 




E value 


4.0e-17 




Match length 


115 




% identity 


46 




NCBI Description 


19K zein precursor (clone 


ZG31A) - maize 




>gi_8 091 1 7__emb_CAA2 4 7 2 0_ 


(V01473) zein [ 


Seq. No. 


292886 




Seq. ID 


LIB3061-047-Q1-K1-H6 




Mpt hod 


BLASTN 




NCBI GI 


gl419369 




BLAST score 


73 




E value 


5.0e-33 




Match length 


149 




% identity 


87 




NCBI Description 


Z.mays ZmABP3 mRNA for actin depolymeriz 


Seq. No. 


292887 




Seq. ID 


LIB3061-047-Q1-K1-H9 




Method 


BLASTX 






g82660 




BLAST score 


202 




E value 


9.0e-16 




Match length 


134 




% identity 


41 




NCBI Description 


19K zein precursor (clone 


ZG31A) - maize 




>gi_8 0911 7_emb_CAA2 4 7 2 0_ 


(V01473) zein [ 


Seq. No. 


292888 




Seq. ID 


LIB3061-048-Q1-K1-C7 




Method 


BLASTX 




NCBI GI 


gl41608 




BLAST score 


373 




E value 


8.0e-36 




Match length 


125 




% identity 


64 





zein protein [Zea 



( fragment ) 



( fragment) 



NCBI Description 



ZEIN-ALPHA PRECURSOR (19 KD) (PMSl) >gi_100943_pir_S15655 
zein, 19K - maize >gi_2244 6_emb_CAA37651_ (X53582) 19 kDa 
zein [Zea mays] 



Seq. No^. 



292889 



40834 



Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3061-048-Q1-K1-D9 

BLASTX 

gl41613 

222 

4.0e-18 

54 

83 

ZEIN-ALPHA PRECURSOR {22 KD) (CLONES PZ22.1 AND 22A1) 

>gi_72305_pir ZIZM21 22K zein precursor (clone pZ22.1) 

maize >gi_22532_emb_CAA24725_ (V01478) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292890 

LIB3061-048-Q1-K1-E10 

BLASTN 

g22531 

35 

4.0e-10 

87 

85 

Zea mays mRNA encoding a zein 
>gi_270688_gb_I03336_ Sequence 
>gi_270741_gb_I03273_ Sequence 



clone pZ22.1) 

10 from Patent US 4885357 

2 from Patent US 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292891 

LIB3061-048-Q1-K1-E11 

BLASTX 

gl41608 

263 

4.0e-23 

90 

67 

ZEIN-ALPHA PRECURSOR (19 KD) (PMSl) >gi_100943_pir S15655 

zein, 19K - maize >gi_2244 6__emb_CAA37651_ (X53582) 19 kDa 
zein [Zea mays] 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



292892 

LIB3061-048-Q1-K1-F11 

BLASTX 

gl68701 

212 

6.0e-17 

109 

47 



NCBI Description (M60837) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292893 

LIB3061-048-Q1-K1-F6 

BLASTX 

g2832246 

313 

l.Oe-28 

118 

61 

(AF031569) 22-]cDa alpha zein 8 [Zea mays] 



Seq. No. 
Seq. ID 



292894 

LIB3061-048-Q1-K1-G1 



40835 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl41603 

155 

7.0e-ll 

55 
64 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi__72311_pir ZIZM2 19K zein precursor (clone A20) 

>gi_22529_einb__CAA24723_ (V01476) zein [Zea mays] 



maize 



292895 

LIB3061-048-Q1-K1-G10 

BLASTX 

gl21472 

173 

9.0e-23 

76 

68 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA26149_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

292896 

LIB3061-048-Q1-K1-H11 

BLASTX 

gl41605 

198 

l.Oe-19 

87 

67 

ZEIN-7U.PHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi__72312_pir ZIZM92 19K zein precursor (clone cZ19C2) - 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 



Seq. No. 


292897 


Seq. ID 


LIB3061-048-Q1-K1-H12 


Method 


BLASTN 


NCBI GI 


gl68484 


BLAST score 


36 


E value 


6.0e-ll 


Match length 


44 


% identity 


95 


NCBI Description 


Maize endosperm glutei 


Seq. No. 


292898 


Seq. ID 


LIB3061-048-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


gl41613 


BLAST score 


149 


E value 


3.0e-18 


Match length 


110 


% identity 


55 


NCBI Description 


ZEIN-ALPHA PRECURSOR { 




>gi 72305 pir ZIZM21 



22 KD) (CLONES PZ22 . 1 AND 22A1) 
22K zein precursor (clone pZ22.1) 



40836 



maize >gi_22532_emb_CAA24725_ (V01478) zein [Zea mays] 



Seq. No, 


292899 


Seq. ID 


LIB3061-04 9-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


319 


E value 


l.Oe-29 


Match length 


106 


% identity 


64 


NCBI Description 


{X59526) zein protein [Acetabularia mediterranea] 


Seq. No. 


292900 


Seq. ID 


LIB3061-04 9-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


293 


E value 


3.0e-43 


Match length 


113 


% identity 


86 


NCBI Description 


(X59526) zein protein [Acetabularia mediterranea] 


Seq. No. 


292901 


Seq, ID 


LIB30 61-04 9-Ql-Kl-Bl 


Method 


BLASTX 


NCBI GI 


g468516 


BLAST score 


389 


E value 


l.Oe-37 


Match length 


106 


% identity 


75 


NCBI Description 


(X55724) zein [Zea mays] 


Seq. No. 


292902 


Seq. ID 


LIB3061-049-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


gl23620 




325 


E value 


3.0e-30 


Match length 


118 


% identity 


83 


NCBI Description 


HEAT SHOCK COGNATE 70 KD PROTEIN 2 >gi_100224_pir . 




heat shock cognate protein 70 - tomato 




>gi 19258_emb_CAA37971_ {X54030) heat shock protein 




70 [Lycopersicon esculentum] 


Seq. No. 


292903 




LTB30 61-04 9-01-K1-B9 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


508 


E value 


l.Oe-51 


Match length 


144 


% identity 


74 


NCBI Description 


{X59526) zein protein [Acetabularia mediterranea] 


Seq. No. 


292904 


Seq. ID 


LIB3061-049-Q1-K1-C6 



S14950 



40837 



Method 


BLASTX 


NCBI GI 


g2589162 


BLAST score 


584 


E value 


2.0e-60 


Match length 


150 


% identity 


73 


NCBI Description 


(D88451) aldehyde oxidase [ 


Seq. No. 


292905 


Seq. ID 


LIB3061-049-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g3511236 


BLAST score 


208 


E value 


2.0e-21 


Match length 


101 


% identity 


59 


NCBI Description 


(AF072725) starch branching 


Seq. No. 


292906 


Seq. ID 


LIB3061-049-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


gl41605 


BLAST score 


469 


E value 


5.0e-47 


Match length 


130 


% identity 


75 


NCBI Description 


ZEIN-ALPHA PRECURSOR {19 KD 



[Zea mays] 



(CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) 

maize >gi 168680 (M12145) 19 kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292907 

LIB3061-049-Q1-K1-D9 

BLASTX 

gl41600 

153 

4.0e-10 

111 
46 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19B1) 

>gi_72315_pir ZIZMBl 19K zein precursor (clone cZ19Bl) 

maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 

292908 

LIB3061-049-Q1-K1-F11 

BLASTX 

gl41600 

392 

5.0e-38 

132 
67 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19B1) 

>gi_72315_pir ZIZMBl 19K zein precursor (clone cZ19Bl) 

maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 



Seq. No. 
Seq. ID 
Method 



292909 

LIB3061-049-Q1-K1-F6 
BLASTN 



40838 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl68700 
151 

2.0e-79 

187 

95 

Z.mays zein mRNA, complete cds 
292910 

LIB3061-04 9-Q1-K1-F8 

BLASTX 

gl41603 

285 

2.0e-25 

77 

78 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) 

>gi 22529 emb CAA24723 (V01476) zein [Zea mays] 



- maize 



Seq. No* 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292911 

LIB30 61-04 9-Q1-K1-H8 

BLASTX 

gl41602 

146 

l.Oe-09 

59 
53 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE M6) 

>gi_82658_pir A22831 19K zein precursor (clone M6) - maize 

>gi_22538_emb_CAA26294_ (X02450) zein precursor [Zea mays] 

292912 

LIB3061-050-Q1-K1-A1 

BLASTX 

gl41613 

287 

7.0e-26 

103 

61 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONES PZ22 . 1 AND 22A1) 

>gi_72305_pir ZIZM21 22K zein precursor (clone pZ22.1) - 

maize >gi__22532_emb_CAA24725_ {V01478) zein [Zea mays] 

292913 

LIB3061-050-Q1-K1-A12 

BLASTX 

g629862 

241 

l.Oe-20 

64 

75 

zein Zdl, 19K - maize >gi_535021_emb_CAA4 7 64 0_ (X67203) 
zein Zdl (19 kDa zein) [Zea mays] 



Seq. No. 
Seq. ID 
Method 



292914 

LIB3061-050-Q1-K1-A2 
BLASTX 



40839 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl41597 
221 

l.Oe-22 

107 

60 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314__pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_einb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 



Seq. No. 


292915 




Seq. ID 


LIB3061- 


050-Ql-Kl-Bll 


Method 


BLASTX 




NCBI GI 


g224507 




BLAST score 


518 




E value 


8.0e-53 




Match length 


139 




% identity 


78 




NCBI Description 


zein Al 


[Zea mays] 


Seq. No, 


292916 




Seq. ID 


LIB3061- 


050-Q1-K1-B12 


Method 


BLASTX 




NCBI GI 


g22216 




BLAST score 


147 




E value 


5.0e-20 




Match length 


96 




% identity 


60 




NCBI Description 


(X55722) 


22]cD zein [Zea mays] 


Seq. No. 


292917 




Seq. ID 


LIB3061- 


050-Q1-K1-B2 


Method 


BLASTX 




NCBI GI 


g468516 




BLAST score 


442 




E value 


7.0e-44 




Match length 


109 




% identity 


84 




NCBI Description 


(X55724) 


zein [Zea mays] 



Seq. No. 292918 

Seq. ID LIB3061- 

Method BLASTX 

NCBI GI gl6073 

BLAST score 421 

E value 2.0e-41 

Match length 138 

% identity 64 
NCBI Description (X59526) 



050-Q1-K1-B4 



zein protein [Acetabularia mediterranea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



292919 

LIB3061-050-Q1-K1-C4 

BLASTX 

gl41614 

392 

5.0e-38 
128 



40840 



% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE ZAl OR Ml) 

>gi_82662 j)ir B22831 22K zein precursor (clone Ml) - maize 

>gi__22527_einb_CAA24722_ (V01475) reading frame zein [Zea 
mays] >gi_224510_prf 1107201D zein Ml [Zea mays] 

292920 

LIB3061-050-Q1-K1-C5 

BLASTX 

gl41605 

418 

4.0e-41 

133 

65 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) - 

maize >gi_168680 (M12145) 19 kOa zein protein [Zea mays] 

292921 

LIB3061-050-Q1-K1-D2 

BLASTX 

gl41597 

417 

6.0e-41 

137 

66 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 

292922 

LIB3061-050-Q1-K1-D3 

BLASTX 

gl41617 

429 

2.0e-42 ' 

142 

61 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZCl) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



292923 

LIB3061-050-Q1-K1-D5 

BLASTX 

g224513 

443 

5.0e-44 

130 

71 

zein M6 [Zea mays] 
292924 

LIB3061-050-Q1-K1-D7 



40841 





II € 


NCBI GI 


gl41597 


BLAST score 


312 


E value 


7.0e-29 


Match length 


92 


% identity 


71 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30 



>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_einb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292925 

LIB3061-050-Q1-K1-E7 

BLASTX 

g629861 

336 

2.0e-31 

94 

73 

zein Zdl, 19K - maize >gi_535020_emb_CAA47 639_ 
zein Zdl (19 kDa zein) [Zea mays] 



(X67203) 



Seq. No. 


292926 


Seq. ID 


LIB3061-050-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


gl41599 


BLAST score 


332 


E value 


5.0e-31 


Match length 


87 


% identity 


77 


NCBI Description 


ZEIN-ALPHA PRECURSOR 




>gi_7 231 6_pir Z I ZMA2 




maize (fragment) >gi 




[Zea mays] 


Seq. No. 


292927 


Seq. ID 


LIB3061-050-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g36B8193 


BLAST score 


367 


E value 


5.0e-42 


Match length 


132 


% identity 


63 


NCBI Description 


(AJ010091) MAP3K alph 


Seq. No. 


292928 


Seq. ID 


LIB3061-050-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g629861 


BLAST score 


173 


E value 


l.Oe-12 


Match length 


62 


% identity 


60 


NCBI Description 


zein Zdl, 19K - maize 



1 protein kinase [Brassica napus] 



zein Zdl (19 kDa zein) [Zea mays] 



(X67203) 



Seq. No. 



292929 



40842 



Seq. ID 


LIBiUol-UoU-Ql-Kl-£ / 


Method 


BLASTX 


NCBI GI 


gl68691 


BLAST score 


210 


E value 


l.Oe-16 


Match length 


122 


% identity 


43 


NCBI Description 


(M29628) zem [Zea mays] 


Seq. No. 


292930 


Seq. ID 


LIB3061-050-Q1-K1-G11 - 


Method 


BLASTX 


NCBI GI 


gi4lDi / 


BLAST score 


320 


E value 


5.0e-30 


Match length 


102 


% identity 


66 


NCBI Description 


ZEIN-BETA PRECURSOR (ZEIN 



(16 KD) (ZEIN ZCl) 

>gi_100941__pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb__CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi 168666 (M16460) 16-kDa zein protein [Zea mays] 



Seq. No. 


292931 


Seq. ID 


LIB3061-050-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g82660 


BLAST score 


223 


E value 


3.0e-18 


Match length 


43 


% identity 


100 


NCBI Description 


19K zein precursor (clone 




>gi_8 091 1 7_emb_CAA2 4 7 2 0_ 


Seq. No. 


292932 


Seq. ID 


LIB3061-050-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g468516 


BLAST score 


336 


E value 


2.0e-31 


Match length 


131 


% identity 


56 


NCBI Description 


(X55724) zein [Zea mays] 


Seq. No. 


292933 


Seq. ID 


LIB3061-050-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


gl41603 


BLAST score 


336 


E value 


l.Oe-31 


Match length 


94 


% identity 


77 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 




>gi 72311 pir ZIZM2 19K 




>gi 22529 emb CAA24723 



ZG31A) - maize (fragment) 
(V01473) zein [Zea mays] 



KD) (CLONE A20) 
zein precursor (clone A; 
(V01476) zein [Zea mays] 



- maize 



Seq. No. 



292934 



40843 



Seq. ID 


LIB3061-050-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g82660 


BLAST score 


355 


E value 


3.0e-34 


Match length 


135 


% identity 


67 


NCBI Description 


19K zein precursor (clone ZG31A) - maize (fragment) 




>gi_809117_emb_CAA24720_ (V01473) zein [Zea mays] 


Seq. No. 


292935 


Seq- ID 


LIB3061-050-Q1-K1-H6 


Method 


BLASTN 


NCBI GI 


gl68704 


BLAST score 


73 


E value 


6.0e-33 


Match length 


255 


% identity 


87 


NCBI Description 


Zea mays zein protein gene, complete cds 


Seq. No. 


292936 


Seq. ID 


LIB3061-051-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g2144734 


BLAST score 


253 


E value 


4.0e-22 


Match length 


84 


% identity 


18 


NCBI Description 


polyubiquitin / ribosomal protein CEP52 - Trypanosoma 




>gi 162337 (J03945) ubiquitin precursor [Trypanosoma 


Seq. No. 


292937 


Seq. ID 


LIB3061-051-Q1-K1-C12 


Method 


BLASTN 


NCBI GI 


g22447 


BLAST score 


122 


E value 


2.0e-62 


Match length 


158 


% identity 


95 


NCBI Description 


Zea mays ZMPMS2 gene for 19 kDa zein protein 


Seq. No, 


292938 


Seq. ID 


LIB3061-051-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


gl41597 


BLAST score 


277 


E value 


l.Oe-24 


Match length 


101 


% identity 


58 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 




>gi 72314 pir ZIZM3 19K zein precursor (clone A30) - 




>gi_22545_emb_CAA24728_ {V01481) reading frame zein [ 




[Zea mays] 


Seq. No. 


292939 


Seq. ID 


LIB3061-051-Q1-K1-D8 


Method 


BLASTX 



40844 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl41613 
415 

l.Oe-40 

142 
67 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONES PZ22.1 AND 22A1) 

>gi_72305_pir ZIZM21 22K zein precursor (clone pZ22.1) 

maize >gi_22532_emb_CAA24725_ (V01478) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292940 

LIB3061-051-Q1-K1-D9 

BLASTX 

gl41597 

353 

2.0e-33 

124 

65 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314_pir ZI2M3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 



Seq. 
Seq. 



No. 

ID 



292941 

LIB3061-051-Q1-K1-E11 



Method 


BLASTX 


NCBI GI 


g629861 


BLAST score 


393 


E value 


2.0e-38 


Match length 


113 


% identity 


72 


NCBI Description 


zein Zdl 




zein Zdl 


Seq. No. 


292942 


Seq. ID 


LIB3061- 


Method 


BLASTN 


NCBI GI 


gl68484 


BLAST score 


93 


E value 


6.0e-45 


Match length 


241 


% identity 


85 


NCBI Description 


Maize en 


Seq, No. 


292943 


Seq. ID 


LIB3061- 


Method 


BLASTX 


NCBI GI 


gl931645 


BLAST score 


251 


E value 


l.Oe-21 


Match length 


62 


% identity 


82 


NCBI Description 


(U95973) 


Seq. No. 


292944 


Seq. ID 


LIB3061- 


Method 


BLASTN 


NCBI GI 


gl6072 



(X67203) 



[Zea mays] 



051-Q1-K1-E5 



40845 



BLAST score 


136 


E value 


l.Oe-70 


Match length 


204 


% identity 


99 


NCBI Description 


Acetabularia mediterranea zein 


Seq. No, 


292945 


Seq, ID 


LIB3061-051-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g224507 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


96 


% identity 


45 


NCBI Description 


zein Al [Zea mays] 


Seq. No. 


292946 


Seq. ID 


LIB3061-051-Q1-K1-H12 


Method 


BLASTN 


NCBI GI 


g22099 


BLAST score 


212 


E value 


l.Oe-116 


Match length 


354 


% identity 


98 


NCBI Description 


2. mays 27kDa zein locus DNA 


Seq. No. 


292947 


Seq. ID 


LIB3061-052-Q1-K1-E9 


Method 


BLASTN 


NCBI GI 


gl68681 


RTiAF?T "^rnre* 


41 


E value 


9.0e-14 


Match length 


125 


% identity 


83 


NCBI Description 


Maize 19 kDa zein mRNA, clone 




>gi_270686_gb_I03333_ Sequence 


Seq. No. 


292948 • 


Seq. ID 


LIB3061-052-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g82660 


BLAST score 


396 


E value 


2.0e-38 


Match length 


121 



US 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69 

19K zein precursor (clone ZG31A) - maize (fragment) 
>gi_809117_emb_CAA24720_ (V01473) zein [Zea mays] 

292949 

LIB3061-052-Q1-K1-G1 

BLASTX 

gl68699 

245 

5.0e-21 

71 

72 

(M60836) zein [Zea mays] 



40846 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292950 

LIB3061-052-Q1-K1-H11 

BLASTX 

gl41602 

206 

l,0e-16 

67 

61 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE M6) 

>gi_82658_pir ^A22831 19K zein precursor (clone M6) - maize 

>gi_22538_einb_CAA26294_ (X02450) zein precursor [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292951 

LIB3061-052-Q1-K1-H2 

BLASTX 

g3953471 

363 

2.0e-37 

136 

57 

(AC002328) F2202.16 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292952 

LIB3061-053-Q1-K1-A10 

BLASTX 

g468517 

162 

2.0e-ll 

55 

67 

(X14334) zein [Zea mays] 



Seq. No. 


292953 


Seq. ID 


LIB3061-053-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g4314370 


BLAST score 


334 


E value 


3.0e-31 


Match length 


116 


% identity 


56 


NCBI Description 


(AC006340) hypothetical protein [Arabidopsis 


Seq. No. 


292954 


Seq. ID 


LIB3061-053-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g4204265 


BLAST score 


267 


E value 


2.0e-23 


Match length 


76 


% identity 


64 


NCBI Description 


(AC005223) 45643 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



292955 

LIB3061-053-Q1-K1-E11 

BLASTX 

g224508 



40847 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



475 

9.0e-48 

108 

95 

zein A20 [Zea mays] 
292956 

LIB3061-053-Q1-K1-G5 

BLASTX 

gl21472 

149 

l,0e-09 

63 

52 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD 2EIN) 
(ALCOHOL- SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 





[Zea mays] >gi 22517 emb CAA37594 (X53514) zein Zc2 




mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 


Seq. No. 


292957 


Seq. ID 


LIB3061-053-Q1-K1-H11 


Method 


BLASTN 


NCBI GI 


gl68690 


BLAST score 


56 


E value 


1 . Oe-22 


Match length 


76 


% identity 


95 


NCBI Description 


Maize zein mRNA, complete cds, clone ZG124 


Seq. No. 


292958 


Seq. ID 


LIB3061-054-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g2832247 


BLAST score 


249 


E value 


2.0e-21 


Match length 


81 


% identity 


69 


NCBI Description 


(AF031569) 22-kDa alpha zein 10 [Zea mays] 


Seq. No. 


292959 


Seq. ID 


LIB3061-054-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


gl41608 


BLAST score 


220 


E value 


4.0e-18 


Match length 


98 


% identity 


49 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (PMSl) >gi 100943 pir . 



zem, 19K - maize 
zein [Zea mays] 



>gi_22446_emb CAA37651 {X53582) 19 kDa 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



292960 

LIB3061-054-Q1-K1-C11 

BLASTX 

g2668742 



40848 



II 



BLAST score 424 

E value 8.0e-42 

Match length 86 

% identity 95 

NCBI Description {AF034 945) glycine-rich RNA binding protein [Zea mays] 



Seq* No. 


292961 


Seq. ID 


LIB3a61-054-Ql-Kl-Dll 


Method 


BLASTX 


NCBI GI 


g224509 


BLAST score 


208 


E value 


3.0e-17 


Match length 


136 


% identity 


44 


NCBI Description 


zein El 9 [Zea mays] 


Seq, No. 


292962 


Seq. ID 


LIB3061-054-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g508545 


BLAST score 


181 


E value 


3.0e-13 


Match length 


89 


% identity 


46 


NCBI Description 


(L34340) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292963 

LIB3061-054-Q1-K1-F12 

BLASTX 

g629861 

177 

2.0e-24 

90 

72 

zein Zdl, 19K - maize >gi__535020_emb_CAA47 639_ 
zein Zdl (19 kDa zein) [Zea mays] 



{X67203) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292964 

LIB3061-054-Q1-K1-G10 

BLASTX 

gl825645 

145 

2.0e-09 

55 
55 

(U88173) weaJc similarity to Arabidopsis thaliana 
ubiquitin-lilce protein 8 [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292965 

LIB3061-054-Q1-K1-G11 

BLASTX 

gl41601 

188 

l.Oe-18 

101 
55 

ZEIN-ALPHA PRECURSOR (19 KD) 



(CLONE GZ19AB11) 



40849 



# 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_82657_pir S03417 19K zein precursor (clone gZlSABll) - 

maize >gi_22543__emb__CAA29340_ (X05911) 19 kd alpha zein (AA 
1 - 234) [Zea mays] 

292966 

LIB3061-054-Q1-K1-G12 

BLASTX 

g72307 

338 

l.Oe-31 

107 

68 

22K zein precursor (clone pZ22.3) - maize >gi_168 68 6 
(J01246) 26.99 kd zein protein [Zea mays] 

292967 

LIB3061-054-Q1-K1-H11 

BLASTX 

gl36647 

155 

9.0e-ll 

45 

62 

UBIQUITIN-CONJUGATING ENZYME E2-20 KD (UBIQUITIN-PROTEIN 

LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_100813_pir ^A41547 

ubiquit in-conjugating enzyme E2 - wheat 



Seq. No. 


292968 


Seq. ID 


LIB3061-054-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g520582 


BLAST score 


251 


E value 


2.0e-21 


Match length 


98 


% identity 


52 


NCBI Description 


(D37796) Ids3 [Hordeum vulgare] 


Seq. No. 


292969 


Seq. ID 


LIB3061-054-Q1-K1-H6 


Method 


BLASTN 


NCBI GI 


g3955064 


BLAST score 


37 


E value 


3.0e-ll 


Match length 


53 


% identity 


92 


NCBI Description 


Zea mays PHYT I gene for acidic phytase 


Seq. No. 


292970 


Seq. ID 


LIB3061-055-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2501555 


BLAST score 


642 


E value 


3.0e-67 


Match length 


131 


% identity 


92 


NCBI Description 


POSSIBLE APOSPORY-ASSOCIATED PROTEIN C >gi 



_549984 (U13148) 
possible apospory-associated protein [Pennisetum ciliare] 



40850 



Seq. No. 


292971 


Seq. ID 


LIB3061-055-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


gl41603 




295 


E value 


l.Oe-27 


Match length 


109 


% identity 


64 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 




>gi 72311 pir ZIZM2 19K zein precursor (clone A20) 




>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 


Seq, No. 


292972 


Seq. ID 


LIB3061-055-Q1-K1-B2 


Mpt hod 


BLASTX 


NCBI GI 


gl684851 


BLAST score 


203 


E value 


7.0e-16 


Match length 


64 


% identity 


66 


NCBI Description 


(U77935) DnaJ-like protein [Phaseolus vulgaris] 


Seq. No. 


292973 


Seq. ID 


LIB3061-055-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


gl41607 




1 7fi 


E value 


5.0e-13 


Match length 


82 


% identity 


54 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE PZ19,1) 




>gi_22521_einb_CAA24718_ (V01471) zein [Zea mays] >gi 




(J01244) zein 19 kd protein (partial) [Zea mays] 


Seq- No. 


292974 


Seq. ID 


LIB3061-055-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


gll2994 


BLAST score 


282 


E value 


2.0e-25 


Match length 


79 


% identity 


76 



maize 



168672 



NCBI Description 



GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb__CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



292975 

LIB3061-055-Q1-K1-C4 

BLASTX 

g3819699 

337 

8.0e-32 
79 



40851 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



78 

(AJ009609) 



BnMAP4K alpha2 [Brassica napus] 



292976 

LIB3061-055-Q1-K1-F6 

BLASTX 

g322870 

562 

5.0e-58 

123 

91 

glucose-l-phosphate adenylyltransf erase 
maize (fragment) 



(EC 2.7.7.27) - 



Seq. No. 


292977 


Seq. ID 


LIB3061-055-Q1-K1-G3 


Method 


BLASTN 


NCBI GI 


gl68425 


BLAST score 


96 


E value 


8.0e-47 


Match length 


200 


% identity 


88 


NCBI Description 


Zea mays brittle-1 protein (btl) mRNA, 


Seq. No. 


292978 


Seq. ID 


LIB3061-055-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


gl41601 


BLAST score 


468 


E value 


6.0e-47 


Match length 


117 


% identity 


79 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE GZ 



complete cds 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



>gi_82657_pir S03417 19K zein precursor (clone gZ19ABll) - 

maize >gi_22543_emb_CAA29340_ (X05911) 19 kd alpha zein (AA 
1 - 234) [Zea mays] 

292979 

LIB3061-055-Q1-K1-H2 

BLASTX 

g4506043 

563 

4.0e-58 

140 

69 

prolyl endopeptidase >gi__13467 69_sp_P48147__PPCE_HUMAN 
PROLYL ENDOPEPTIDASE (POST-PROLINE CLEAVING ENZYME) (PE) 
>gi_558596_emb_CAA52605_ (X74496) prolyl oligopeptidase 

[Homo sapiens] >gi_1585155_prf 2124300A Pro oligopeptidase 

[Homo sapiens] 

292980 

LIB3061-055-Q1-K1-H3 

BLASTX 

gl41605 

275 

2.0e-24 



40852 



Match length 


107 


% identity 


54 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 




>gi__72312_pir ZIZM92 19K zein precursor (clone 




maize >gi_168680 (M12145) 19 kDa zein protein [ 


Seq. No. 


292981 


Seq. ID 


LIB3061-056-Q1-K1-A10 


Method 


TIT 7\ O rri'V 

BLASTX 


NCBI GI 


gl41605 


BLAST score 


254 


E value 


4.0e-22 


Match length 


78 


% identity 


65 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 




>gi_72312__pir ZIZM92 19K zein precursor (clone 




maize >gx_168680 (M12145) 19 kDa zem protein [ 


Seq. No. 


292982 


Seq. ID 


LIB30 61-05 6-Ql-Kl -All 


Method 


BLASTX 


NCBI GI 


gl41605 


BLAST score 


259 


E value 


8.0e-23 


Match length 


74 


% identity 


72 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 




>gi_72312_pir ZIZM92 19K zein precursor (clone 




maize >gi_168680 (M12145) 19 kDa zein protein [ 


Seq. No. 


292983 


Seq. ID 


LIB3061-056-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g224508 


BLAST score 


343 


E value 


2.0e-32 


Match length 


86 


% identity 


86 


NCBI Description 


zein A20 [Zea mays] 


Seq. No. 


292984 


Seq. ID 


LIB3061-056-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g2196466 


BLAST score 


393 


E value 


3.0e-38 


Match length 


123 


% identity 


60 


NCBI Description 


{Y13673) TATA binding protein-associated factor 




[Arabidopsis thaliana] 


Seq. No. 


292985 


Seq. ID 


LIB3061-056-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g4325354 


BLAST score 


443 


E value 


4.0e-44 



40853 



II 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



115 
70 

{AF128395) contains similarity to retrovirus-related 
polyproteins and to CCHC zinc finger protein (Pfam: 
PF00098, Score=16.3, E=0.051, E= 1) [Arabidopsis thaliana] 

292986 

LIB3061-056-Q1-K1-C7 

BLASTN 

gl68679 

112 

4.0e-56 

324 

84 

Maize 19 kDa zein mRNA, clone cZ19C2, complete cds . 
>gi_270687_gb_I03334_ Sequence 9 from Patent US 



292987 

LIB3061-056-Q1-K1-C9 

BLASTX 

g3377517 

280 

6.0e-29 

120 

57 

(AF073361) nitrate transporter NTLl 



[Arabidopsis thaliana] 



292988 

LIB3061-056-Q1-K1-D3 

BLASTN 

g41853G5 

333 

O.Oe+00 

427 

95 

Zea mays cosmid IV.lEl 22-kDa alpha zein protein 21 
{sz22-21) gene, complete cds; retrotransposon Opie-2 



gag 



protein/ polyprotein, and copia protein genes, complete 
cds; and unknown genes 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



292989 

LIB3061-056-Q1-K1-D4 

BLASTX 

g508545 

268 

l.Oe-23 

93 

67 

(L34340) zein [Zea mays] 
292990 

LIB30 61-05 6-Q1-K1-D5 

BLASTX 

g72307 

341 

4.0e-32 
115 



40854 



# 



% identity 64 

NCBI Description 22K zein precursor (clone pZ22.3) - maize >gi_168 68 6 
(J01246) 26.99 kd zein protein [Zea mays] 



Sag. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292991 

LIB3061-056-Q1-K1-E11 

BLASTN 

gl68690 

170 

9.0e-91 

338 
88 

Maize zein mRNA, complete cds, clone ZG124 
292992 

LIB3061-056-Q1-K1-E8 

BLASTX 

gl00925 

257 

2.0e-22 

102 

50 

zein, 27K - maize (fragment) >gi_22550_emb_CAA41175_ 
(X58197) 27kDa storage protein, zein [Zea mays] 



Seq. No. 


292993 




Seq. ID 


LIB3061- 


056-Q1-K1-E9 


Method 


BLASTX 




NCBI GI 


gl68699 




BLAST score 


209 




E value 


2.0e-17 




Match length 


76 




% identity 


76 




NCBI Description 


(M60836) 


zein [Zea mays] 


Seq. No. 


292994 




Seq. ID 


LIB3061- 


056-Q1-K1-F2 


Method 


BLASTX 




NCBI GI 


g224507 




BLAST score 


429 




E value 


2.0e-42 




Match length 


133 




% identity 


71 




NCBI Description 


zein Al 


[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292995 

LIB3061-056-Q1-K1-G4 

BLASTN 

g22514 

52 

2.0e-20 

212 

81 

Maize Zcl gene for Zein Zcl 



(14 kO zein-2) 



Seq. No. 292996 

Seq. ID LIB3061-056-Q1-K1-G8 



40855 



Method 


BLASTX 


NCBI GI 


gl41605 


BLAST score 


374 


E value 


4.0e-36 


Match length 


101 


% identity 


79 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 




>gi 72312 pir ZI2;M92 19K zein precursor (< 




maize >gi_168680 {M12145) 19 kDa zein prot< 


Seq. No. 


292997 


Seq. ID 


LIB3061-056-Q1-K1-H3 


Method 


BLASTN 


NCBI GI 


gl68690 


BLAST score 


36 


E value 


7.0e-ll 


Match length 


40 


% identity 


97 


NCBI Description 


Maize zein mRNA, complete cds, clone ZG124 


Seq. No. 


292998 


Seq. ID 


LIB3061-056-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


gl41617 


BLAST score 


240 


E value 


3.0e-20 


Match length 


104 


% identity 


50 


NCBI Description 


ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN 




>gi 100941 pir S12140 zein Zcl - maize 




>gi 100945 pir B29017 zein 2 - maize 




>gi 22515 emb CAA37595 (X53515) zein Zcl 




>gi_168666 (M16460) 16-kDa zein protein [Z 


Seq. No, 


292999 


Seq. ID 


LIB3061-057-Q1-K1-A11 


Method 


BLASTN 


NCBI GI 


g535019 


BLAST score 


39 


E value 


l.Oe-12 


Match length 


43 


% identity 


49 



ZCl) 



[Zea mays] 



NCBI Description Z.mays Zdl tandem genes for zein Zdl (19 kDa Zein) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293000 

LIB3061-057-Q1-K1-A2 

BLASTX 

g3241943 

207 

2.0e-16 

44 

82 

(AC004 625) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



293001 

LIB3061-057-Q1-K1-B7 
BLASTX 



40856 



# 



NCBI GI 


g22216 


BLAST score 


223 


E value 


l.Oe-18 


Match length 


68 


% identity 


65 


NCBI Description 


{X55722) 22kD zein [2ea m 


Seq. No. 


293002 


Seq. ID 


LIB3061-057-Q1-K1-C1 


Method 


BLASTX 


NCBI Gl 


a468516 
\j ^ \j ^ \j 


BLAST score 


522 


E value 


3.0e-53 


Match length 


128 


% identity 


86 


NCBI Description 


(X55724) zein [Zea mays] 


Seq, No. 


293003 


Seq. ID 


LIB3061-057-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g82660 


BLAST score 


315 


E value 


5.0e-29 


Match length 


99 


% identity 


68 


NCBI Description 


19K zein precursor (clone 



>gi_809117_emb_CAA24720_ (V01473) 



- maize (fragment) 
zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



293004 

LIB3061-057-Q1-K1-D9 

BLASTX 

gl41614 

349 

5.0e-33 

114 
68 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE ZAl OR Ml) 

>gi_82662_pir B22831 22K zein precursor (clone Ml) - maize 

>gi_22527_emb_CAA24722_ (V01475) reading frame zein [Zea 
mays] >gi_224510_prf 1107201D zein Ml [Zea mays] 

293005 

LIB3061-057-Q1-K1-E4 

BLASTN 

g22526 

148 

l.Oe-77 

344 

86 

Zea mays mRNA encoding a zein (clone zAl) 
293006 

LIB3061-057-Q1-K1-E8 

BLASTX 

g4185308 

271 

6.0e-24 



40857 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



95 
64 

(AF090446) 22-kDa alpha zein protein 21 [Zea mays] 
293007 

LIB3G61-057-Q1-K1-F11 

BLASTX 

g2832247 

232 

2.0e-29 

143 

53 

(AF031569) 22-kDa alpha zein 10 [Zea mays] 
293008 

LIB3061-057-Q1-K1-F6 

BLASTX 

g468516 

365 

6.0e-35 

132 

63 



NCBI Description {X55724) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



293009 

LIB3061-057-Q1-K1-F9 

BLASTX 

gl41601 

295 

l.Oe-34 

126 

74 

ZEIN-ALPHA PRECURSOR (19 KD) {CLONE GZ19AB11) 

>gi_82657_pir S03417 19K zein precursor (clone gZ19ABll) - 

maize >gi_22543_emb_CAA29340_ (X05911) 19 kd alpha zein (AA 
1 - 234) [Zea mays] 

293010 

LIB3061-057-Q1-K1-G9 

BLASTX 

gl41601 

323 

3.0e-30 

97 

70 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE GZ19AB11) 

>gi_82657_pir S03417 19K zein precursor (clone gZ19ABll) - 

maize >gi_22543_emb_CAA29340_ (X05911) 19 kd alpha zein (AA 
1 - 234) [Zea mays] 

293011 

LIB3061-057-Q1-K1-H10 

BLASTX 

g2832247 

343 

2.0e-32 
105 



40858 



% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



70 

(AF031569) 



22-kDa alpha zein 10 [Zea mays] 



293012 

LIB3061-057-Q1-K1-H12 

BLASTX 

g232172 

300 

2.0e-27 

96 

68 

GLUCOSE-l-PHOSPHATE ADENYLYLTRANSFERASE SMALL SUBUNIT 
PRECURSOR {ADP-GLUCOSE SYNTHASE) (ADP-GLUCOSE 
PYROPHOSPHORYLASE) (AGPASE B) (ALPHA-D-GLUCOSE-1 -PHOSPHATE 

ADENYL TRANSFERASE) >gi_48 18 1 6_pir S39504 

glucose-l-phosphate adenylyltransf erase (EC 2.7,7.27) - 
wheat >gi_21687_emb_CAA46879_ (X66080) ADP-glucose 
pyrophosphorylase [Triticum aestivum] 



Seq. No. 


293013 


Seq. ID 


LIB3061-057-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


gl68693 


BLAST score 


404 


E value 


2.0e-39 


Match length 


132 


% identity 


65 


NCBI Description 


(M29627) zein [Zea mays] 


Seq. No. 


293014 


Seq. ID 


LIB3061-05B-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


gl41617 


BLAST score 


287 


E value 


l.Oe-25 


Match length 


130 


% identity 


49 


NCBI Description 


ZEIN-BETA PRECURSOR (ZEIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



(16 KD) (ZEIN ZCl) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945__pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 {M16460) 16-kDa zein protein [Zea mays] 

293015 

LIB3061-058-Q1-K1-B5 

BLASTX 

g2827661 

154 

4.0e-10 

40 

70 

(AL021637) hyuC-like protein [Arabidopsis thaliana] 
293016 

LIB3061-058-Q1-K1-B7 

BLASTX 

g82660 



40859 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



254 

7.0e-22 

100 
56 

19K zein precursor (clone ZG31A) - maize (fragment) 
>gi_809117_emb_CAA24720_ (V01473) zein [Zea mays] 



Seq. No. 


293017 




Seq. ID 


LIB3061-058-Q1-K1-C3 




Method 


BLASTX 




NCBI GI 


g4185308 




BLAST score 


407 




E value 


8.0e-40 






119 




% identity 


71 




NCBI Description 


(AF090446) 22-kDa alpha 


zein 


Seq* No. 


293018 




Seq. ID 


LIB3061-058-Q1-K1-C4 




Method 


BLASTX 




NCBI GI 


g2832246 




BLAST score 


226 




E value 


4.0e-20 




Match length 


86 




% identity 


59 




NCBI Description 


(AF031569) 22-kDa alpha 


zein 


Seq. No. 


293019 




Seq. ID 


LIB3061-058-Q1-K1-C5 




Method 


BLASTX 




NCBI GI 


gl41602 




BLAST score 


271 




E value 


5.0e-24 




Match length 


82 




% identity 


67 




NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) 



[Zea mays] 



8 [Zea mays] 



(CLONE M6) 

>gi_82658_pir A22831 19K zein precursor (clone M6) - maize 

>gi 22538 emb_CAA26294_ {X02450) zein precursor [Zea mays] 



Seq. No. 


293020 




Seq. ID 


LIB3061-058-Q1 


-K1-C6 


Method 


BLASTX 




NCBI GI 


gl68691 




BLAST score 


312 




E value 


l,0e-28 




Match length 


114 




% identity 


59 




NCBI Description 


(M29628) zein 


[Zea mays] 


Seq. No. 


293021 




Seq. ID 


LIB3061-058-Q1 


-K1-D3 


Method 


BLASTX 




NCBI GI 


g3914425 




BLAST score 


229 




E value 


5.0e-19 




Match length 


99 




% identity 


53 





40860 



NCBI Description PROTEASOME EPSILON CHAIN PRECURSOR (MACROPAIN EPSILON 

CHAIN) (MULTICATALYTIC ENDOPEPTIDASE COMPLEX EPSILON CHAIN) 
>gi_2511596_emb_CAA74029,l_ (Y13695) multicatalytic 
endopeptidase complex, proteasome precursor, beta subunit 
[Arabidopsis thaliana] >gi_3421117 (AF043536) 20S 
proteasome beta subunit PBEl [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293022 

LIB3061-058-Q1-K1-D5 

BLASTX 

gll6333 

145 

l.Oe-16 

91 

57 

ENDOCHITINASE B PRECURSOR (SEED CHITINASE B] 
(M84165) chitinase B [Zea mays] 



>gi__168443 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBr Description 



293023 

LIB3061-058-Q1-K1-D7 

BLASTX 

gl41613 

168 

9.0e-12 

108 

42 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONES PZ22.1 AND 22A1) 

>gi_72305_pir ZIZM21 22K zein precursor (clone pZ22.1) - 

maize >gi_22532_emb_CAA24725_ (V01478) zein [Zea mays] 

293024 

LIB3061-05B-Q1-K1-F11 

BLASTX 

gl41608 

310 

2.0e-28 

131 

55 

ZEIN-ALPHA PRECURSOR (19 KD) (PMSl) >gi_100943_pir S15655 

zein, 19K - maize >gi_2244 6_emb_CAA37651_ (X53582) 19 3cDa 
zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293025 

LIB3061-058-Q1-K1-F2 

BLASTX 

g468516 

282 

3.0e-25 

114 

57 

(X55724) zein [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



293026 

LIB3061-058-Q1-K1-F7 

BLASTX 

gl41617 

275 



40861 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-24 

67 

76 

ZEIN-BETA PRECURSOR {ZEIN 2) {16 KD) (ZEIN ZCl) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_einb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

293027 

LIB3061-058-Q1-K1-H11 

BLASTN 

g2668739 

68 

4.0e-30 

76 

97 

Zea mays translation initiation factor G0S2 (TIF) mRNA, 
complete cds 

293028 

LIB3061-058-Q1-K1-H2 

BLASTX 

g4185308 

314 

5,0e-29 

105 

67 

(AF090446) 22-kDa alpha zein protein 21 [Zea mays] 
293029 

LIB3062-001-Q1-K2-F10 

BLASTX 

g82696 

405 

l.Oe-39 

86 

93 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
{X61121) glycine-rich protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293030 

LIB3062-001-Q1-K2-G11 

BLASTX 

gl899025 

152 

3.0e-13 

112 

47 

(U28215) hexokinase 2 
(AC005169) hexokinase 



[Arabidopsis thaliana] >gi_3687232 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



293031 

LIB3062-001-Q1-K2-H5 

BLASTX 

g2500047 

426 



40862 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-42 

111 

73 

SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi_534 916_einb_CAA85362_ 
(Z36894) soluble inorganic pyrophosphatase [Solanum 
tuberosiam] 

293032 

LIB3062-002-Q1-K2-A8 

BLASTX 

g729135 

170 

5.0e-12 

31 
100 

CAFFEIC ACID 3-0-METHYLTRANSFERASE 
( S-ADENOSYSL-L-METHIONINE : CAFFEIC ACID 

3-0-METHYLTRANSFERASE) (COMT) ^gi_283034_pir S28612 

catechol 0-methyltransf erase (EC 2.1.1,6) - maize 
>gi_168532 (M73235) 0-methyltransf erase [Zea mays] 

293033 

LIB3062-002-Q1-K2-B1 

BLASTN 

g22312 

118 

9.0e-60 

158 

94 

Maize ABA-inducible gene for glycine-rich protein ( ABA 
abscisic acid) 

293034 

LIB3062-002-Q1-K2-B3 

BLASTX 

gl076646 

374 

5.0e-36 

117 

65 

transcription factor - common tobacco 

>gi_431908_emb_CAA53782_ (X76188) transcription factor 
[Nicotiana tabacum] 

293035 

LIB3062-002-Q1-K2-D7 

BLASTX 

g735880 

238 

2.0e-23 

145 

49 

{L40577) geranylgeranyl pyrophosphate synthase-related 
protein [Arabidopsis thaiiana] 



Seq. No. 



293036 



40863 



octj, ±u 


JjXDjVJD^ UU^ ^JL Iv^ Hi-? 




T3T TIC TV 


NCBI GI 


g2281090 


BLAST score 


260 


E value 


± . ue z z 




1 9 


% identity 


oU 






oeq. wo. 


z you o / 




T TP'^n ^^9— nno— Pii — 1^9— tpi 9 

IjXooUDZ UUz IS-Z r Xz 


L ie LJliV^v^ 






y X ^ X X 


BLAST score 


330 


E value 


6.0e-31 


Match length 


108 


% identity 


65 


NCBI Description 


TUBULIN ALPHA-2 CHAIN >gi 82732 



r S15772 tubulin alpha-2 

chain - maize >gi_22148_emb_CAA33733__ {X15704) 
alpha2 -tubulin [Zea mays] 



Seq. No. 


293038 


Seq. ID 


LIB3062-003-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


337 


E value 


l.Oe-31 


Match length 


136 


% identity 


59 


NCBI Description 


(X59526) zein protein 


Seq. No. 


293039 


Seq. ID 


LIB3062-003-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


gl41600 


BLAST score 


209 


E value 


^ 9.0e-17 


Match length 


64 


% identity 


70 


NCBI Description 


ZEIN-ALPHA PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



KD) (CLONE 19B1) 

>gi_72315_pir ZIZMBl 19K zein precursor (clone cZ19Bl) • 

maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 

293040 

LIB3062-003-Q1-K1-B10 

BLASTX 

gl41604 

346 

l.Oe-32 

117 

68 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C1) 

>gi_72310_pir ZIZM91 19K zein precursor (clone cZ19Cl) ■ 

maize >gi_168678 (M12146) 19 kDa zein protein [Zea mays] 

293041 

LIB3062-003-Q1-K1-B11 



40864 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
gl6073 
254 

6.0e-22 

114 

54 

(X59526) 



zein protein [Acetabularia mediterranea] 



293042 

LIB3062-003-Q1-K1-C5 

BLASTN 

g4760422 

56 

8,0e-23 

220 
81 

Homo sapiens chromosome 21, Neurofibromatosis 1 
related locus, complete sequence [Homo sapiens] 



(NFl) 



293043 

LIB3062-003-Q1-K1-D11 

BLASTX 

gl41605 

222 

2.0e-18 

73 

68 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) ■ 

maize >gi 168680 (M12145) 19 kDa zein protein [Zea mays] 



Seq. No. 


293044 


Seq. ID 


LIB3062-003-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g2589162 


BLAST score 


248 


E value 


2.0e-34 


Match length 


139 


% identity 


60 


NCBI Description 


(D88451) aldehyde oxidase 


Seq. No. 


293045 


Seq. ID 


LIB3062-003-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


gl68691 


BLAST score 


323 


E value 


5.0e-30 


Match length 


104 


% identity 


67 


NCBI Description 


(M29628) zein [Zea mays] 


Seq. No. 


293046 


Seq. ID 


LIB3062-003-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


gl657859 


BLAST score 


377 


E value 


l.Oe-36 



40865 









/ o 




^u/ozxoj cnxoropnyx± a/D— Dinamq prorem wcad precursor 




j. 1 X X L XOUlll cieoUXVUlUj 




OQOfi AT 


Seq. ID 


T.TR^nfi?-nn4-r>i -k^i -rq 

j_iXJ30UU^ VJUri ^J. iVX 


Method 


BLASTX 


NCBI GI 


g4455350 


BLAST score 


151 


£-1 V CLX Lie 


o . ue X u 








/ 0 


iNODX UtSo UX X^ L XvJXl 


^mjujoozqj puranve prorem L-f^^raDiaopsis tnaiianaj 


O ^ • Li\J m 


z i?o u 4± o 


Seq. ID 


J_lXO^UDZ. V-L J-».X 


Method. 




NCBI GI 


all85553 


BLAST score 


38 


E value 


6.0e-12 






^ XU.CilL.Xu_y 




iNUDi uescripnon 


Zea mays glyceraldehyde-3-phosphate dehydrogenase (gpc2 




gene/ coiupxeLe cas 


oeq. wo. 


zyoU4y 


oeq. xu 






RT a CITY 


NCBI GI 


g2244831 


BLAST score 


200 


Hi Vd,XU.C 


o . ue 1 o 


ridLL/Il XcriyLll 


y D 


^ 1 x> 4" -n -1— T T 

^ xuenL.xL.y 




LNL^oX UcoCX XpLXOIl 


(297337) hypothetical protein [Arabidopsis thaliana] 


Q Q /-r 'KT/^ 

oeq • wo • 




^prr TO 


T TR'^n(^9— noA— m — t^i — 

XiXoOUDZ V-L i^-J- vjO 


Mpthrifi 




NCBI GI 


g2982434 


BLAST score 


150 


Hi vct,xu.C 


yi n<a— 1 n 
4 . ue xu 


L'idLt^il Xdly Lli 


r± O 


^ XUeilLXLy 


dZ 


iN\^£sx L/eoox xpL.xori 


vAijUZzzz4; putative protein LAraJDiaopsis tnaliana] 


oeq « LNO . 




OCV^ « XXf 


Xixaou oz— uuo yi— ixx DO 


iiC L.ilwLl 


RT aciqiv 


NCBI GI 


g4103987 


BLAST score 


334 


E value 


3.0e-31 


Match length 


126 


% identity 


60 


NCBI Description 


(AF030516) 5, 10-methylenetetrahydrof olate 



dehydrogenase-5, 10-methenyltetrahydrof olate cyclohydrolase 
[Pisum sativum] 



40866 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293052 

LIB3062-005-Q1-K1-B7 

BLASTN 

g551482 

48 

5.0e-18 

72 

92 

Zea mays ABA- and ripening-inducible-like protein mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293053 

LIB3062-006-Q1-K1-A5 

BLASTX 

g461451 

168 

5.0e-12 

45 

73 

AUXIN-BINDING PROTEIN 4 PRECURSOR (ABP) 

>gi_418698_pir B43033 auxin-binding protein 4 precursor - 

maize >gi_168399 {L08426) auxin-binding protein [Zea mays] 
>gi__4 4252 6_bbs_l 39535 (S66813) ZmERabp 4 =auxin-binding 
protein [Zea mays^corn, seedling. Peptide, 204 aa] [Zea 
mays] 



Seq. No, 


293054 


Seq. ID 


LIB3062-006-Q1-K1-B1 


Method 


BLASTN 


NCBI GI 


g468055 


BLAST score 


61 


E value 


5.0e-26 


Match length 


129 


% identity 


88 


NCBI Description 


Zea mays B73 QM protein mRNA, complete cds 


Seq. No. 


293055 


Seq. ID 


LIB3062-006-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g3387349 


BLAST score 


303 


E value 


2.0e-37 


Match length 


150 


% identity 


57 


NCBI Description 


{AJ006134) preprotein translocase [Synechococcus 


Seq. No. 


293056 


Seq. ID 


LIB3062-006-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


gll4332 


BLAST score 


479 


E value 


3.0e-48 


Match length 


109 


% identity 


84 


NCBI Description 


PLASMA MEMBRANE ATPASE 1 (PROTON PUMP) 



>gi_482389_pir ^A45506 H+-transporting ATPase (EC 3.6.1.35) 



40867 



LHAl - tomato >gi__170464 (M60166) H+-ATPase [Lycopersicon 

esculentum] >gi_228405_prf 1803518A H ATPase [Lycopersicon 

esculentum] 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



293057 

LIB3062-006-Q1-K1-G2 

BLASTX 

gl711615 

277 

l.Oe-24 

111 

50 

HIGH AFFINITY SULPHATE TRANSPORTER 1 

>gi__1085847_pir S51763 high affinity sulphate transporter 

- Stylosanthes hamata >gi_60718 4__emb_CAA57710_ {X82255) 
high affinity sulphate transporter [Stylosanthes hamata] 

293058 

LIB3062-006-Q1-K1-H1 

BLASTN 

g2431766 

58 

4,0e-24 

159 

96 

Zea mays acidic ribosomal protein P3a (rpp3a) mRNA, 
complete cds 

293059 

LIB3062-007-Q1-K1-A8 

BLASTX 

gl23601 

159 

3.0e-ll 

70 
50 

HEAT SHOCK 70 KD PROTEIN >gi_99913_pir S14992 heat shock 

protein, 70K - soybean >gi_18663_emb_CAA44 620_ (X62799) 
Heat Shock 70kD protein [Glycine max] 

293060 

LIB3062-007-Q1-K1-D7 

BLASTX 

g2435522 

279 

3,0e-25 

81 

62 

(AF024504) contains similarity to other AMP-binding enzymes 
[Arabidopsis thaliana] 

293061 

LIB3062-007-Q1-K1-G7 

BLASTX 

g2462733 

432 

5,0e-43 



40868 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 
88 

(AC002292) Putative enoyl-CoA hydratase/isomerase 
[Arabidopsis thaliana] r- 

293062 

LIB3062-008-Q1-K1-D6 

BLASTX 

g2688822 

193 

4.0e-15 

44 

82 

(U93272 ) pyrophosphate-dependent phosphof ructo-l-kinase 
[Prunus armeniaca] 

293063 

LIB3062-008-Q1-K1-D7 

BLASTX 

g4538967 

333 

4.0e-31 

98 

69 

(AL049488) 
thaliana] 



major intrinsic protein (MlP)-like [Arabidopsis 



293064 

LIB3062-008-Q1-K1-D8 

BLASTN 

g517257 

61 

l.Oe-25 

104 

90 

Z.mays MNBla mRNA for DNA-binding protein 
293065 

LIB3062-008-Q1-K1-E12 

BLASTX 

g3426039 

166 

l.Oe-11 

45 

64 

(AC005168) unknown protein [Arabidopsis thaliana] 
293066 

LIB3062-008-Q1-K1-G2 

BLASTX 

g2252847 

187 

5.0e-14 

91 

41 

{AF013293) No definition line found [Arabidopsis thaliana] 



40869 



O C « IN • 




Seq. ID 


XjXOOvJO^ \J\J0 ^X iVX oO 


Method. 


BLASTX 


NCBI GI 


a4467139 


BLAST score 


230 


E value 


5.0e-29 




X O X 




J X 


1.NL/JDJL jjesczrxpT,xon 


(AL035540) putative protein phosphatase-2c [Arabidopsis 




"hh^^l "1 ^"nal 

LliClXXClIlCl J 






Seq. ID 


XiXOOUOZ UUO Vi-L IvX oi7 


Method 


BT.ASTX 


NCBI GI 


03080401 


BLAST score 


201 


E value 


9,0e-16 


Match length 


59 








^/UjUz^duo; purarxve protiein LAraDiaopsis tnaiianaj 




>gi_44o3ZoD_ertiD_CAB-3DBul, 1 (AL035527) putatxve protein 




L"X a.iJXUL>poXo dlclXXcina J 








XjXdoUdZ — uu 0— yi— JxX— nl 1 


Method 




NCBI GI 


g3738308 


BLAST score 


313 


E value 


0 . ue— 


iYiaT,cn xengL.il 


yo 


%• identity 


bo 


iNL-rsx uescrxpxxon 


(ACUUoJUy) unknown protein [Arabidopsis thaliana] 


oeq • JNO • 


z yoU / U 




iiiDouDZ— uu y"yi— i\x— bi 


Method 




NCBI GI 


g4160401 


BLAST score 


189 


T** T7^ 1 11 O 
ill VCLXU.C 


1 Do— 1 09 

X . ue xuz 


ixidn—ii xengun 


0 Q1 

z y X 


^ xaenT-xry 


O 0 


iNv^ox ucboxxpuxon 


Zea mays eIF-5 gene^ exons 1-2 


oeq, INO . 


z yju / 1 


Ot=t^, XL/ 


xiXiDou oz— uu y— yi— uo 


Method 




NCBI GI 




BLAST score 


162 


E value 


5.0e-19 


iiciLwli X^iiy LXl 


o u 


& *» <"jr>-i-i4--i ■!— TT 

o XtXtSiiLXLy 


DO 


iNuDX uescriptixon 


(ACU05Z75) putative alcohol dehydrogenase [Arabidopsis 




thaliana] 


Seq, No. 


293072 


Seq. ID 


LIB3062-009-Q1-K1-E8 


Method 


BLASTX 



40870 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl085952 
177 

7.0e-21 

99 

59 

hypothetical protein SI - Phalaris coerulescens 
>gi_556831_einb_CAA57519_ {X81991) SI [Phalaris 
coerulescens] >gi_1103489_emb_CAA63108_ (X92351) 
self-incompatibility mutant protein [Phalaris coerulescens] 



peg. ln o . 










JDlxH.O i In 


NCBI GI 


g2196541 


BLAST score 


33 


E value 


J . ue— uy 


iYiaLcn ±engtn 




^ laenLicy 


inn 
lUU 


LNL/Jtsi uescripuion 


Oryza sativa glycine-rich protein mRNA, 


Seq. No. 


293074 


Qo/T T n 

oeq, Xu 


LlBJUbz-UU9-Ql-Kl-G4 




oLAb i A 


NCBI GI 


g41€5323 


BLAST score 


159 


E value 


o . ue-16 


Match length 


99 


-6 Identity 


51 




1ABU^Z442; p-type H+-ATPase [Vicra faba] 


beg. NO. 


Z93U75 




J-iiBJUDZ-U09-Ql-Kl-G5 


rue Liioa 




NCBI GI 


g4510383 


BLAST score 


296 


E value 


D . Ue-z / 


iYiaucn xengtn 


Q e: 
OO 


% identity 


/ 1 


iNk^rjx uescripcion 


(ACUU/017) unknown protein [Arabidopsis 


Seq. No. 


o o ""J 

293076 


Qprr in 




Method 


BLASTX 


NCBI GI 


g3201615 


BLAST score 


179 


E value 


7.0e-21 


Match length 


140 


% identity 


47 


NCBI Description 


{AC004669) unknown protein [Arabidopsis 


Seq. No. 


293077 


Seq. ID 


LIB3062-009-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g2224915 


BLAST score 


221 


E value 


4.0e-18 


Match length 


41 



complete cds 



40871 



II 







NCBI Descrin+'inn 




oc:;^ * • 




Sea. ID 


juxij^^^ij^ Si-*- ■tvi 


Method 


BLASTX 


NCBI GI 


g452777 


BLAST score 


191 


E value 


2 . Oe-14 


Match length 


63 






NCBI Description 








Sea ID 


XjJLIjOUOZ UXU rvX riC? 


Method 


BLASTX 


NCBI GI 


g3395434 


BLAST score 


193 


E value 


7.0e-15 


Match length 


69 


% identity 


62 


NCBI Description 


(AC004 683) peroxidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_742248_prf 2009327B peroxidase [Arabidopsis thaliana] 

293080 

LIB3062-010-Q1-K1-B1 

BLASTX 

g541546 

321 

4.0e-30 

83 
17 

ubiquitin precursor - Volvox carteri 

>gi_395295_einb_CAA52290_ (X74214) polyubiquitin [Volvox 
carteri] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293081 

LIB3062-011-Q1-K1-C3 

BLASTX 

g2506985 

177 

7.0e-13 

54 

65 

CDC4-LIKE PROTEIN >gi_1580781 {M83822) 
[Homo sapiens] 



beige-like protein 



293082 

LIB3062-011-Q1-K1-C7 

BLASTX 

g4006867 

229 

6.0e-19 

119 

41 

(Z99707) putative protein [Arabidopsis thaliana] 



40872 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



293083 

LIB3062-012-Q1-K1-A5 

BLASTX 

g3193316 

235 

l.Oe-19 

141 

49 

(AF069299) contains similarity to nucleotide sugar 
epimerases [Arabidopsis thaliana] 

293084 

LIB3062-012-Q1-K1-B1 

BLASTX 

gl706130 

632 

3.0e-66 

141 

84 

CDPK-RELATED PROTEIN KINASE (PK421) >gi_2129917_pir S60052 

calcium-dependent protein kinase homolog - carrot 
>gi_1103386_einb_CAA58750_ (X83869) CDPK-related protein 
kinase [Daucus carota] 

293085 

LIB3062-012-Q1-K1-B3 

BLASTX 

g2959358 

652 

2.0e-68 

129 

98 

(X96758) clathrin coat assembly protein AP17 [Zea mays] 
293086 

LIB3062-012-Q1-K1-C12 

BLASTX 

gll2994 

207 

2,0e-16 

41 

100 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

293087 

LIB3062-012-Q1-K1-C3 

BLASTX 

g2765817 

245 

4.0e-35 

130 

57 



40873 



NCBI Description (Z95352) AtMlo-hl [Arabidopsis thaliana] 

>gi_3892049_gb_AAC78258.1_AAC78258 (AC002330) 
[Arabidopsis thaliana] 



AtMlo-hl 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293088 

LIB3062-012-Q1-K1-D7 

BLASTX 

g2924777 

233 

2.0e-19 
100 
47 

{AC0023341 
thaliana] 



putative receptor protein kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293089 

LIB3062-012-Q1-K1-F2 

BLASTN 

g507770 

41 

l.Oe-13 

52 

96 

Zea mays D3L H (+) -transporting ATPase 
cds 



(Mhal) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293090 

LIB3062-012-Q1-K1-F4 

BLASTX 

g3047083 

540 

2.0e-55 

143 

73 

{AF058 914) similar to FLAP 
[Arabidopsis thaliana] 

293091 

LIB3062-013-Q1-K1-A11 

BLASTX 

g4314401 

214 

3.0e-17 

76 

53 

{AC006232) 
thaliana] 



endonuclease- 1 ( SW : P3 974 8 ) 



putative beta-1, 3-glucanase [Arabidopsis 



293092 

LIB3062-013-Q1-K1-B4 

BLASTX 

g4263825 

288 

8.0e-26 

152 

39 

{AC006067) hypothetical protein [Arabidopsis thaliana] 



40874 



oeq. INO . 










bLAoiA 


NCBI GI 


g3818624 


BLAST score 


196 


E valu© 


0 . ue— xo 




0 J 


% identity 




iNL-Di uesciTiption 


(Aiuyoyxz) actxn related 




thaliana] 


oecj, NO. 




Q^rr T n 

beq. lU 


LxBo(JoZ-Ulo-Ql-Kl-C4 


Method 


BLASTX 


NCBI GI 


g4098323 


£31j/^d ± scojre 


"5 Q tf: 

oy 0 


E vslue 


X , ue-Jo 


Match length 


lib 




7 1 
/ X 


NCBI Description 


{U76746) beta-tubulm 3 


Seq, No. 


0 o r> r\ cr 

293095 


Coo- T n 


LIBjUdZ-UIo-QI-KI-Ho 


^>r^-^•t- ■^^ ^ ^ 

MeLiioa 


BLASTX 




y z / / 0x0^ 


BLAST score 


184 


E value 


l.Oe-14 


Match length 


69 


% identity 


58 


NCBI Description 


{AF039573) abscisic acid- 




[Oryza sativa] 



ARP2 [Arabidopsis 



[Triticiam aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293096 

LIB3062-014-Q1-K1-C7 

BLASTX 

g2511531 

423 

9.0e-42 

88 

91 

{AF008120) alpha tubulin 
>gi_31 63 94 4_eitib_CAA0 6 61 8_ 
[Eleusine indica] 



1 [Eleusine indica] 
{AJ005598) alpha-tubulin 1 



293097 

LIB3062-014-Q1-K1-D2 

BLASTX 

g99743 

155 

7.0e-ll 

54 
59 

2-dehydro-3-deoxyphosphoheptonate aldolase 
- Arabidopsis thaliana 



(EC 4.1.2.15) 2 



Seq. No. 



293098 



40875 





j-ixoouD^i ux^ j\x r X 






NCBI GI 


gl498596 


BLAST score 


54 


E vsluo 


z . ue zx 




Xi£.Z 




O 0 


iN^^ox uescxTipi-ioii 


Ziea mays pnospnoxipxa rransrer prorein irkwa. 




z you y y 




XiXdjudz ux4 y X i\x nx 




oijrio 1 A 


NCBI GI 




BLAST score 


369 


E value 


2.0e-35 


Match length 


94 


% identity 


82 


NCBI Description 


ENOLASE 2 (2-PHOSPHOGLYCERATE DEHYDRATASE 2) 



complete cds 



{2-PHOSPHO-D-GLYCERATE HYDRO-LYASE 2) 
enolase [Zea mays] 



>gi_602253 {U17973) 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293100 

LIB3062-Q15-Q1-K1-D11 

BLASTX 

g283038 

486 

4.0e-49 

108 

88 

chlorophyll a/b~binding protein (cab-m7) precursor - maize 
>gi_22230_emb___CAA37474_ (X53398) light harvesting 
chlorophyll a /b binding protein [Zea mays] 

293101 

LIB3062-015-Q1-K1-E11 

BLASTX 

g2497539 

598 

3.0e-62 

138 

82 

PYRUVATE KINASE, CHLOROPLAST ISOZYME A PRECURSOR >gi_l 69703 
{M64736) ATPrpyruvate phosphotransferase [Ricinus communis] 

293102 

LIB3062-015-Q1-K1-E9 

BLASTX 

gl32147 

200 

2.0e-23 

91 

65 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_6808 9_pir RKZMS 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - maize >gi_22474_emb_CAA29784_ (X06535) 
ribulose-1, 5-bisphosphate carboxylase (RuBPC) precursor 



40876 



[Zea mays] >gi_217964_dbj_BAA00120_ (D00170) ribulose 
1, 5-bisphosphate carboxylase small subunit [Zea mays] 

>gi_359512_prf 1312317A ribulosebisphosphate carboxylase 

[Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293103 

LIB3062-015-Q1-K1-F11 

BLASTX 

g3434975 

222 

4.0e-18 

64 

66 

{AB008107) ethylene responsive element binding factor 5 
[Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293104 

LIB3062-015-Q1-K1-F6 

BLASTX 

g3337361 

235 

9.0e-20 

98 

37 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 
293105 

LIB3062-016-Q1-K1-B1 

BLASTN 

g3342822 

87 

2.0e-41 

183 

87 

Zea mays eukaryotic translation initiation factor p28 
subunit (eIFiso-4E) mRNA, complete cds 



293106 

LIB3062-016-Q1-K1-B3 

BLASTX 

gl706260 

163 

2.0e-ll 

35 

86 

CYSTEINE PROTEINASE 1 
cysteine proteinase 1 



PRECURSOR >gi__2118131_pir S59597 

precursor - maize 



>gi__643597_dbj_BAA08244_ (D45402) cysteine proteinase [Zea 
mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



293107 

LIB3062-016-Q1-K1-F11 

BLASTX 

gll69238 

438 

2.0e-43 

123 



40877 



% identity 

NCBI Description 



69 

GLUTAMATE DECARBOXYLASE (GAD) >gi_1076648__pir ^A48767 

glutamate decarboxylase (EC 4.1.1.15), calmodulin-binding - 
garden petunia >gi_294112 (L16797) glutamate decarboxylase 
[Petunia hybrida] >gi_309680 (L16977) glutamate 
decarboxylase [Petunia hybrida] 



Seq. No. 




Seq. ID 


LIBd0o2-016-Ql-Kl-H10 


Method 


BLASTX 


NCBI GI 


gz8o7 459 


BLAST score 


loo 


E value 


A fid — 1 A 

^ . ue 


Match length 


Do 


^ J-QtrllClty 


7 A 


NCBI Description 


(ABUiuyzzj actm [Cucumis sativusj 


O ^ • LN U . 


z y o ± u y 


Seq, ID 


LIB3062-016-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


gll4420 


BLAST score 


258 


E value 


5.0e-29 


Match length 


78 


% identity 


90 


NCBI Description 


ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 




>gi_100882__pir S11491 H+-transporting ATP synthase 




3.6.1.34) beta chain, mitochondrial - maize 




>gi 22173 emb CAA38140 {X54233) ATPase Fl subunit ] 




[Zea mays] >gi_897 618 (M36087) F-l-ATPase subunit 2 




mays] 


Seq. No. 


293110 


Seq. ID 


LIB3062-017-Q1-K1-A5 


Method 


BLASTN 


NCBI GI 


g2773153 


BLAST score 


84 


E value 


2.0e-39 


Match length 


112 


% identity 


94 



(EC 



[Zea 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



Oryza sativa abscisic acid- 
(Asrl) mRNA, complete cds 



and stress-inducible protein 



293111 

LIB3062-017-Q1-K1-D6 

BLASTX 

g2262104 

182 

2.0e-13 

75 

43 

(AC002343) unknown protein [Arabidopsis thaliana] 
293112 

LIB3062-017-Q1-K1-E2 

BLASTN 

g2984708 



40878 



BLAST score 


37 


E value 


l.Oe-11 


Matcn xengcn 


O O 


% identity 


O D 


NCBI Description 


Zea mays unau— reiarea protein Ziixiuui ^maijij gene, compiei 




cds 


Seq, No. 


zy Jiio 


beq. lu 


iiiojUDz ui / yi i\i HjO 


jyiet.noa 


■D T 7\ OTV 
DljAbi A 


NCBI GI 


g4oooiiU 


BLAST score 


237 


E value 


7.0e-20 


Match lengtn 


liU 


% identity 


4 / 


NCBI Description 


(AHJ4yDoo) putative uima— Dinamg pronem [/iraDiaopsis 




thaliana] 


Seq. No. 


o ri o 1 1 >t 

293114 


beq. ID 


iiibJUbz— ui / — y 1— i\x— nil 


Method 


BLAST N 


NCBI GI 


gl68650 


BLAST score 


49 


E value 


o . Oe-ly 


Match length 


61 


% identity 


95 


NCBI Description 


Zea mays ubiquitin fusion protein (UBF9) gene, complete 


Seq. No. 


293115 


Seq. ID 


LIB3062-01o-Ql-Kl-DZ 


Method 


Ti T TV c mv 

BLASTX 


NCBI GI 


g4582787 


BLAST score 


249 


E value 


2 . ue-21 


Match length 


IT A 

50 


% identity 


A /I 

94 


NCBI Description 


^AJUizzoi) auenosme Kinase Liiea maysj 


Seq. No. 


293116 


Seq. ID 


LlboUDZ-Ulo-yl— l\l — Uo 


Method 


BLASTX 


NCBI GI 


gl /UOZDU 


BLAST score 


O A /I 

294 


E value 


/ • ue z / 


Match length 


80 


% identity 


74 


NCBI Description 


CYSTEINE PROTEINASE 1 PRECURbOR >gi Zllolol_pir boyoy/ 




cysteine proteinase 1 precursor - maize 




>gi 643597 dbj BAA08244 (D45402) cysteine proteinase L 




mays] 


Seq, No. 


293117 


Seq. ID 


LIB3062-018-Q1-K1-D9 


Method 


BLASTN 


NCBI GI 


g22103 


BLAST score 


57 


E value 


2.0e-23 



40879 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69 
48 

Zea mays A2 gene 
293118 

LIB3062-018-Q1-K1-F2 

BLASTX 

g282833 

424 

5.0e-42 

92 

89 

phosphoglycerate kinase 



(EC 2.7.2.3) - spinach (fragment) 



Seq. No. 


293119 


Seq. ID 


LIB3062-019-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g45444oz 


BLAST score 


155 


E value 


3 . ue-iU 


Match length 


93 


% identity 


44 


NCBI Description 


(ALUUoyi)0; putauive inannQse x 




[Arabidopsis thaliana] 


Seq. No. 


293120 


Seq. ID 


LIB3062-019-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl438881 


BLAST score 


163 


E value 


3.0e-ll 


Match length 


60 


% identity 


53 


NCBI Description 


(043839) GmCK2p [Glycine max] 


Seq. No. 


293121 


Seq. ID 


LIB3062-019-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g320618 


BLAST score 


294 


E value 


l.Oe-34 


Match length 


140 


% identity 


^ 59 


NCBI Description 


chlorophyll a/b-binding protei 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



: precursor - rice 
>gi_218172_dbj_BAA00536_ (D00641) type I light-harvesting 
chlorophyll a/b-binding protein [Oryza sativa] 

>gi_227611_prf 1707316A chlorophyll a/b binding protein 1 

[Oryza sativa] 

293122 

LIB3062-019-Q1-K1-A8 

BLASTX 

g2129552 

355 

l.Oe-33 

139 

55 



40880 



NCBI Description 



calcium-dependent protein kinase 19 
(fragment) 



Arabidopsis thaliana 



oeq. No. 




Seq. ID 


LIB3062-019-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g741983 


BLAST score 


335 


E value 


l.Oe-31 


Match length 


97 


% identity 


68 


NCBI Description 


sucrose synthase : ISOTYPE-2 [Zea mays] 


Seq. No. 




Seq. ID 


LIB3062-019-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g2821957 


BLAST score 


454 


E value 


3.0e-45 


Match length 


142 


% identity 


61 


NCBI Description 


(AB006691) spermidine synthase 2 [Hyo 


Seq. No. 


293125 


Seq. ID 


LIB3062-019-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


glo8489 


BLAST score 


165 


E value 


l.Oe-11 


Match length 


88 


% identity 


47 


NCBI Description 


(M16902) glutathione S-transf erase I 




{M16901} glutathione S-transf erase I 




>gi 225458 prf 1303351A transferase, 




mays] 


Seq. No. 


293126 


Seq. ID 


LIB3062-020-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g2065021 


BLAST score 


186 


E value 


2.0e-14 


Match length 


71 


% identity 


54 



[Hyoscyamus niger] 



[Zea mays] 
[Zea mays] 



>gi_168491 
3 S [Zea 



NCBI Description (Y12555) alanyl t-RNA synthetase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293127 

LIB3062-020-Q1-K1-D11 

BLASTX 

gl36640 

179 

4.0e-13 

113 

39 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (DBIQUITIN CARRIER PROTEIN) >gi_170785 (M62720) 
ubiquitin carrier protein [Triticum aestivum] 



40881 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293128 

LIB3062-020-Q1-K1-D8 

BLASTX 

gl723511 

239 

4,0e-20 

122 

43 

PUTATIVE ENDONUCLEASE C1F12.06C >gi_2130239_pir S674 4 9 

hypothetical protein - fission yeast (Schizosaccharomyces 
pombe) >gi_1217980_emb_C7^93810_ (Z69944) unknown 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293129 

LIB3062-020-Q1-K1-E11 

BLASTX 

gll74846 

158 

6.0e-ll 

91 

43 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 3 (UBIQUITIN-PROTEIN 
LIGASE 3) (UBIQUITIN CARRIER PROTEIN 3) 

>gi_1076425_pir S43782 ubiquit in-conjugating enzyme UBC3 - 

Arabidopsis thaliana >gi_431262 (L19352) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



293130 

LIB3062-020-Q1-K1-E4 

BLASTX 

gl362009 

330 

9.0e-31 

107 

68 

ubiquitin-like protein 7 



Arabidopsis thaliana 



293131 

LIB3062-020-Q1-K1-F10 

BLASTX 

g3513746 

304 

5.0e-28 

99 

62 

(AF080118) contains similarity to AMP-binding enzymes 
(Pfam: AMP-binding . hmm, score: 18.66, 25.90 and 43.55); 
most similar to acyl-CoA synthetases [Arabidopsis thaliana] 

293132 

LIB3062-020-Q1-K1-F3 

BLASTX 

g3915009 

259 

2.0e-22 
115 



40882 



% identity 

NCBI Description 



47 

ARGININE DECARBOXYLASE (ARGDC) (ADC) >gi_1163181 (U35367) 
arginine decarboxylase [Glycine max] 



Seq. No. 


293133 


Seq. ID 


T TW^n^o—CiOi —Hi — "Pfl — P9 


Method 


■DT 7\ C TtV 

bL/iO 1 A 


NCBI GI 


g74 lydo 


BLAST score 




E value 


1 . ue- oo 


Match length 




% identity 


/ u 


NCBI Description 


sucrose synunase . xoui xrjij— z 


Seq. No. 


293134 


Seq. ID 


LIB3062-021-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g2497748 


BLAST score 


183 


E value 


l.Oe-13 


Match length 


72 


% identity 


50 


NCBI Description 


NONSPECIFIC LIPID-TRANSFER 



4 PRECURSOR {LTP 4) 



>gi_902058 
sativa] 



{U29176) 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



293135 

LIB3062-021-Q1-K1-D11 

BLASTX 

gll74846 

261 

8.0e-23 

95 

57 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 3 (UBIQUITIN-PROTEIN 
LIGASE 3) (UBIQUITIN CARRIER PROTEIN 3) 

>gi_107 6425__pir S43782 ubiquitin-conjugating enzyme UBC3 - 

Arabidopsis thaliana >gi_431262 (LI 9352) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 

293136 

LIB3062-021-Q1-K1-F3 

BLASTX 

g3451075 

311 

2.0e-28 

119 

50 

(AL031326) putative protein [Arabidopsis thaliana] 
293137 

LIB3062-021-Q1-K1-G2 

BLASTX 

gll67953 

200 

2.0e-15 
131 



40883 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



37 

(U43496) putative 32.6 kDa j asmonate-induced protein 
[Hordeuiti vulgare] >gi_2465426 (AF021256) 32 kDa protein 
[Hordeum vulgare] 

293138 

LIB3062-021-Q1-K1-G8 

BLASTX 

g3142289 

289 

4.0e-26 

95 

59 

{AC002411) Strong similarity to beta-keto-Coa synthase 
gb_U37088 from Simmondsia chinensis. [Arabidopsis thaliana] 

293139 

LIB3062-021-Q1-K1-H7 

BLASTX 

g4240033 

195 

7.0e-15 

42 

83 

(AB018587) ZmGRla [Zea mays] 
293140 

LIB3062-022-Q1-K1-A3 

BLASTX 

g2130107 

175 

l.Oe-12 

115 

36 



NCBI Description porin (clone Tavdacl) - wheat 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293141 

LIB3062-022-Q1-K1-A7 

BLASTX 

g4510373 

147 

3.0e-09 
52 
54 

(AC007017) 
thaliana] 



putative harpin-induced protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293142 

LIB3062-022-Q1-K1-B7 

BLASTN 

g2773153 

93 

8.0e-45 

165 

89 

Oryza sativa abscisic acid- and stress-inducible protein 
(Asrl) mRNA, complete cds 



40884 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293143 

LIB3062-022-Q1-K1-G4 

BLASTX 

g312179 

273 

2.0e-24 

86 
66 

(X73151) glyceraldehyde 3-phosphate dehydrogenase 
(phosphorylating) [Zea mays] >gi_1184772 (U45855) cytosol 
glyceroidehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_1185554 (U45858) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293144 

LIB3062-022-Q1-K1-H12 

BLASTX 

g3176690 

306 

6.0e-28 
136 
51 

(AC003671) 
cerevisiae , 
[Arabidopsis thaliana] 



Similar to ubiquitin ligase gb_D63905 from S. 
EST gb_R65295 comes from this gene. 



Seq. No. 


293145 


Seq. ID 


LIB3062-022- 


Method 


BLASTX 


NCBI GI 


g2832692 


BLAST score 


262 


E value 


l.Oe-22 


Match length 


154 


% identity 


36 


NCBI Description 


(AL021713) ] 


Seq. No. 


293146 


Seq. ID 


LIB3062-022 


Method 


BLASTX 


NCBI GI 


g2501067 


BLAST score 


495 


E value 


5.0e-50 


Match length 


160 


% identity 


56 


NCBI Description 


VALYL-TRNA 



-H7 



putative protein [Arabidopsis thaliana] 



-Q1-K1-H8 



>gi_1001391_dbj_BAA10881^ 
[Synechocystis sp.] 



,INE— TRNA LIGASE) (VALRS) 
(064006) valyl-tRNA synthetase 



Seq. No. 293147 

Seq. ID ' LIB3062-022-Q1-K1-H9 

Method BLASTX 

NCBI GI g3608133 

BLAST score 219 

E value 9.0e-18 

Match length 69 

% identity 55 



40885 



NCBI Description (AC005314) hypothetical protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 



293148 

LIB3062-023-Q1-K1-F5 

BLASTX 

g2914706 

209 

l.Oe-16 
78 

56 . . -u 1 ■ 1 

(AC003974) putative homeobox protein [Arabidopsis thaliana J 

293149 

LIB3062-023-Q1-K1-G3 

BLASTN 

g22292 

63 

7.0e-27 

74 

96 

Z.mays mRNA for glycine-rich protein 
293150 

LIB3062-024-Q1-K1-D3 

BLASTN 

gl69843 

37 

9.0e-12 

57 

91 

Saccharum sp. phosphoenolpyruvate carboxylase (SCPEPCDl) 
gene, complete cds 

293151 

LIB3062-024-Q1-K1-H7 

BLASTX 

g2130141 

214 

5.0e-22 

70 

59 

itiudrA protein - maize transposon MuDR >gi_540581 (M76978) 
mudrA [Zea mays] >gi__595816 (U14597) mudrA gene product 
[Zea mays] 

293152 

LIB3062-025-Q1-K1-B5 

BLASTX 

g3395440 

254 

7.0e-22 

140 

38 

(AC004683) hypothetical protein [Arabidopsis thaliana] 
293153 

LIB3062-025-Q1-K1-C6 ^ 



40886 



Method 


BLASTX 


NCBI GI 


g4559342 


jDjjADi score 


1/4 


E value 


2.0e-12 


Match length 


45 


% identity 


78 


NCBI Description 


(AC007087) putative copper rtiei 




thaliana] 


Seq. No, 


293154 


Seq. ID 


LIB3062-025-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g4538939 


sjhAol score 




E value 


6.0e-15 


Match length 


103 


% identity 


42 


NCBI Description 


(AL049483) Col-0 casein kinase 




thaliana] 


Seq. No. 


293155 


Seq. ID 


LIB3062-025-Q1-K1-E1 


Method 


BLASTX 


NLJbl (jl 




blast: score 


143 


E value 


5.0e-09 


Match length 


107 


% identity 


33 


NCBI Description 


X-Pro dipeptidase (EC 3.4.13. 


Seq. No. 


293156 


Seq. ID 


LIB3062-025-Q1-K1-E5 


Method 


BLASTX 




go ± yK>K> 


BLAST score 


312 


E value 


3.0e-32 


Match length 


113 


% identity 


60 


NCBI Description 


{Y14996) prolidase [Suberites 


Seq. No. 


293157 


Seq. ID 


LIB3062-025-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g82696 


DLu\tDi score 


1 


E value 


4.0e-ll 


Match length 


40 


% identity 


80 


NCBI Description 


glycine-rich protein - maize 




(X61121) glycine-rich protein 


Seq. No. 


293158 


Seq. ID 


LIB3062-026-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g3885884 


BLAST score 


211 


E value 


5.0e-17 



[Arabidopsis 



- human 



22293 emb CAA43431 



40887 



CI 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BIiAST score 

E value 

Match length 

% identity 

NCBI Description 



85 
60 

(AF093630) 60S ribosoinal protein L21 [Oryza sativa] 
293159 

LIB3062-026-Q1-K1-C3 

BLASTX 

g2497748 

156 

l.Oe-10 

52 

58 

NONSPECIFIC LIPID-TRANSFER PROTEIN 4 PRECURSOR (LTP 4) 
>gi_902G58 (U29176) lipid transfer protein precursor [Oryza 
sativa] 



Seq. No. 


293160 


Seq. ID 


LIB3062-026-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g3540193 


BLAST score 


145 


E value 


l.Oe-09 


Match length 


41 


% identity 


68 


NCBI Description 


(AC0G4122) Unknown protein [A 


Seq. No. 


293161 


Seq. ID 


LIB3062-026-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g2058273 


BLAST score 


208 


E value 


9.0e-17 


Match length 


58 


% identity 


72 


NCBI Description 


(D83527) YK426 [Oryza sativa] 


Seq. No. 


293162 


Seq. ID 


LIB3062-026-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


gl22771 


BLAST score 


287 


E value 


2.0e-27 


Match length 


102 


% identity 


68 


NCBI Description 


TRANSCRIPTION FACTOR HBP-IA ( 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



FACTOR HBPl) >gi_100808_pir S1534 6 transcription factor 

HBP-la - wheat >gi_100838_pir ^A41349 histone-specif ic 

transcription factor HBPl - wheat >gi_21633_einb_CAA401Gl_ 
(X56781) HBP-la [Triticum aestivum] >gi_170749 (M28704) 
DNA-binding protein [Triticum aestivum] 
>gi_1199790_dbj_BAA07289_ {D38111) transcription factor 
HBP-la (17) [Triticum aestivum] 

293163 

LIB3062-026-Q1-K1-F1 

BLASTX 

g4538926 



40888 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



214 

9.0e-18 

59 

68 

{AL049483) putative phosphatidylserine decarboxylase 
[Arabidopsis thaliana] 

293164 

LIB3062-027-Q1-K1-B6 

BLASTX 

gl272685 

294 

l.Oe-26 

80 

74 

{Z24449) acetyl CoA carboxylase [Zea mays] 
293165 

LIB3062-027-Q1-K1-C1 

BLASTX 

g2497748 

160 

8.0e-ll 

75 
44 

NONSPECIFIC LIPID-TRANSFER PROTEIN 4 PRECURSOR (LTP 4) 
>gi_902058 (U29176) lipid transfer protein precursor [Oryza 
sativa] 

293166 

LIB3062-027-Q1-K1-C11 

BLASTX 

gl35398 

546 

4.0e-56 

108 

93 

TUBULIN ALPHA-1 CHAIN >gi_82731_pir S15773 tubulin alpha-1 

chain - maize >gi__22147_emb_CAA33734_ (X15704) 
alphal-tubulin [Zea mays] 

293167 

LIB3062-027-Q1-K1-C6 

BLASTN 

g5091496 

38 

4.0e-12 

110 

84 

Oryza sativa genomic DNA, chromosome 6, clone P0680A03, 
complete sequence 

293168 

LIB3062-027-Q1-K1-D12 

BLASTX 

g3150403 

270 



40889 



# 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
'NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



9,0e-24 

91 

55 

(AC004165) hypothetical protein [Arabidopsis thaliana] 
293169 

LIB3062-027-Q1-K1-D2 

BLASTX 

g2245098 

237 

2.0e-29 

127 
59 

(Z97343) ribosomal protein [Arabidopsis thaliana] 
293170 

LIB3062-027-Q1-K1-D4 

BLASTN 

g22312 

63 

5.0e-27 

279 
87 

Maize ABA- inducible gene for glycine-rich protein { ABA 
abscisic acid) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293171 

LIB3062-027-Q1-K1-D6 

BLASTX 

gll2994 

161 

l.Oe-11 

65 

60 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi 82685 pir S04536 embryonic abundant protein, 

^glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi 226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

293172 

LIB3062-027-Q1-K1-E12 

BLASTX 

gl22007 

241 

2.0e-20 

83 

69 

HISTONE H2A >gi_100161_pir S11498 histone H2A - parsley 

>gi_204 4 8_emb_CAA37828_ (X53831) H2A histone protein (AA 1 
- 149) [Petroselinum crispiom] 



Seq, No. 
Seq. ID 
Method 
NCBI GI 



293173 

LIB3062-027-Q1-K1-E5 

BLASTX 

g3915826 



40890 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176 

5.0e-15 

97 

51 

60S RIBOSOMAL PROTEIN L5 
293174 

LIB3062-027-Q1-K1-E6 

BLASTN 

g296593 

56 

l.Oe-22 

76 

93 

H. vulgare pZE40 gene 



Seq. No. 293175 

Seq. ID LIB3062-027-Q1-K1-G12 

Method BLASTX 

NCBI GI g4336747 

BLAST score 256 

E value 4.0e-22 

Match length 142 

% identity 49 . i 

NCBI Description (AF104924) unconventional myosin heavy chain L2ea maysj 

Seq. No. 293176 

Seq. ID LIB3062-027-Q1-K1-G5 

Method BLASTX 

NCBI GI g2264373 

BLAST score 149 

E value l.Oe-09 

Match length 40 

% identity 68 . ^ . 

NCBI Description {AC002354) putative NAM/no apical meristem protein 
[Arabidopsis thaliana] 

Seq. No. 293177 

Seq. ID LIB3062-027-Q1-K1-H2 

Method BLASTX 

NCBI GI gll71866 

BLAST score 154 

E value 2.0e-10 

Match length 49 

NCBI^DescJiption NADH-UBIQUINONE OXIDOREDUCTASE 20 KD SUBUNIT PRECURSOR 

(COMPLEX I-20KD) (CI-20KD) >gi_629601_pir S48826 NADH 

dehydrogenase (ubiquinone) (EC 1.6.5.3) chain PSST - wild 
cabbage >gi_562282_emb_CAA57725_ (X8227 4) PSST subunit of 
NADH: ubiquinone oxidoreductase [Brassica oleracea] 



Seq. No. 293178 

Seq. ID LIB3062-028-Q1-K1-A11 

Method BLASTX 

NCBI GI g2773154 

BLAST score 266 

E value 2.0e-23 



40891 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



104 
56 

(AF039573) abscisic acid- and stress-inducible protein 
[Oryza sativa] 

293179 

LIB3062-028-Q1-K1-C6 

BLASTN 

g498772 

35 

3.0e-10 

43 

95 

Z.mays (cv DH5xDH7) hsp70-4 ruRNA for heat shock protein 
293180 

LIB3062-028-Q1-K1-E9 

BLASTN 

g2773153 

58 

5.0e-24 

70 

96 

Oryza sativa abscisic acid- and stress-inducible protein 
(Asrl) mRNA^ complete cds 



Seq, No. 


293181 


Seq. ID 


LIB3062-028-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g2983565 


BLAST score 


164 


E value 


3,0e-ll 


Match length 


122 


% identity 


32 


NCBI Description 


{AE000722) putative protein [Aqi 


Seq. No. 


293182 


Seq. ID 


LIB3062-028-Q1-K1-F5 


Method 


BLASTN 


NCBI GI 


g3135984 


BLAST score 


56 


E value 


9.0e-23 


Match length 


92 


% identity 


90 


NCBI Description 


Homo sapiens DNA sequence from : 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PAC 6802 on chromosome 22, 
Contains apolipoprotein L, myosin heavy chain, ESTs, CA 
repeat, STS and GSS, complete sequence [Homo sapiens] 

293183 

LIB3062-028-Q1-K1-G6 

BLASTX 

g4581109 

306 

6.0e-28 

125 

41 

(AC005825) unknown protein [Arabidopsis thaliana] 



40892 



# 



Seq. No, 293184 

Seq. ID LIB3062-029-Q1-K1-E2 

Method BLASTX 

NCBI GI g4586025 

BLAST score 210 

E value 2.0e-17 

Match length 70 

% identity 59 

NCBI Description (AC007109) putative succinyl-CoA-ligase beta subunit; 
partial [Arabidopsis thaliana] 

293185 

LIB3062-029-Q1-K1-F10 
BLASTX 
gll68537 
183 

l.Oe-13 
57 
65 

ASPARTIC PROTEINASE PRECURSOR >gi_82458_pir JS0732 

aspartic proteinase (EC 3.4.23.-) - rice 
>gi_218143_dbj_BAA02242_ (D12777) aspartic proteinase 
[Oryza sativa] 

293186 

LIB3062-029-Q1-K1-F12 
BLASTX 
g2828280 
161 

5.0e-ll 

52 
63 

[AL021687) putative protein [Arabidopsis thaliana] 
>gi_2832633_emb_CAA16762_ {AL021711) putative protein 
[Arabidopsis thaliana] 

Seq. No. 293187 

Seq. ID LIB3062-029-Q1-K1-F9 

Method BLASTN 

NCBI GI g224 64 

BLAST score 58 

E value 3.0e-24 

Match length 154 

% identity 84 

NCBI Description Maize rbcS gene for ribulose-1, 5-bisphosphate 

carboxylase/oxygenase small subunit (EC 4.1.1.39) 

Seq. No. 293188 

Seq. ID LIB3062-029-Q1-K1-G11 

Method BLASTX 

NCBI GI g2499819 

BLAST score 465 

E value l.Oe-46 

Match length 124 

% identity 70 

NCBI Description ASPARTIC PROTEINASE ORYZASIN 1 PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40893 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi 2130068_pir S66516 aspartic proteinase 1 precursor - 

rice >gi 1030715_dbj_BAA0687 6__ {D32165) aspartic protease 
[Oryza sativa] >gi_1711289_dbj__BAA06875_ (032144) aspartic 
protease [Oryza sativa] 

293189 

LIB3062-030-Q1-K1-A11 

BLASTX 

g2773154 

262 

7.0e-23 

111 

50 

(AF039573) abscisic acid- and stress-inducible protein 
[Oryza sativa] 

293190 

LIB3062-030-Q1-K1-A2 

BLASTX 

g4559330 

181 

2.0e-13 

84 

54 

(AC007087) unknown protein [Arabidopsis thaliana] 
293191 

LIB3062-030-Q1-K1-C9 

BLASTX 

gl362086 

188 

l.Oe-14 

48 

79 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 

293192 

LIB3062-030-Q1-K1-D10 

BLASTX 

g585452 

189 

7.0e-15 

66 

62 

MALATE OXIDOREDUCTASE (NAD), MITOCHONDRIAL 59 KD ISOFORM 
PRECURSOR (MALIC ENZYME) (ME) (NAD-DEPENDENT MALIC ENZYME) 

(NAD-ME) >gi_1076666_pir A53318 malate dehydrogenase 

(decarboxylating) (EC 1.1.1.39) 59K chain precursor, 
mitochondrial - potato >gi_438131_emb__CAA8054 7_ {Z23002) 
precursor of the 59kDa subunit of the mitochondrial 
NAD+-dependent malic enzyme [Solanum tuberosum] 



40894 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293193 

LIB3062-030-Q1-K1-D6 

BLASTN 

g902057 

42 

2.0e-14 

54 

94 

Oryza sativa lipid transfer protein precursor, mRNA, 
partial cds- 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293194 

LIB3062-030-Q1-K1-E6 

BLASTN 

g4140643 

36 

l.Oe-10 

56 

91 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 



Sp(t No . 

^3 VJ ♦ J-T| ^— ' • 


293195 


Seq. ID 


LIB3062-030-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g520582 


BLAST score 


177 


E value 


4 .Oe-13 


Match length 


85 


% identity 


48 


NCBI Description 


(D37796) Ids3 [Hordeum 


Seq. No. 


293196 


Seq. ID 


LIB3062-030-Q1-K1-H11 


Method 


BLASTN 


NCBI GI 


g396251 


BLAST score 


34 


E value 


l.Oe-09 


Match length 


74 


% identity 


86 


NCBI Description 


P.carnea mRNA for 4 OS : 


Seq. No. 


293197 


Seq. ID 


LIB3062-031-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g3163946 


BLAST score 


233 


E value 


2.0e-19 


Match length 


72 


% identity 


62 


NCBI Description 


(AJ005599) alpha-tubul 


Seq. No. 


293198 


Seq. ID 


LIB3062-031-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


gl084457 



ribosomal protein S14 



1 [Eleusine indica] 



40895 






BLAST score 


195 




E value 


4.0e-15 




Match length 


105 




% identity 


41 




NCBI Description 


elongatxon ractor i— oeca — Kice -^y-i- f±oz,ooo_u_uj n>j-ijr\u'^^\j^ 




fr\0'i^nA\ a.! r^-nrrzi-t 1 r\n "Fani-nr* 1 bipt;=i fOTVZa Satival 




Seq. No. 


O Q "3 1 Q Q 




Seq. ID 


T TR'^n^;9— (T^i ~^^ -ki -n 0 




Method 


BLASTX 




NCBI GI 


„n no ^ Q A 1 

gzoZoy^ / 




BLAST score 


263 




E value 


4.0e-23 




Match length 


110 




% identity 


55 




NCBI Description 


{Z50801) Chlorophyii a/D-Dinamg proT-ein urz:? pj.eouj-t.uj- 






[Zea mays] 




Seq. No. 


O O O O A A 

293200 


^^ 


Seq. ID 


LIJdoUoZ UjI iXJ- ^z 




Method 


BLASTX 




NCBI GI 


g551288 




BLAST score 


228 




E value 


2 . Oe-19 


o 


Match length 


89 




% identity 


62 


if'- 


NCBI Description 


(ZJoDil) pnospnogiyceraLe mutase ilx^o. iw.<xy^\ 




Seq. No. 


o ri o o A 1 

293201 




Seq. ID 


T T'D'^n^o mi _Ai —TTi — 
LlBoU Uol yi J^l L/*t 




Method 


BLASTX 




NCBI GI 


gl841870 




BLAST score 


137 




E value 


1 . Oe-08 




Match length 


51 




% identity 


63 




NCBI Description 


(Uo/zzZ} eiongaTiion raccor x— Deta Lrxxupiiiexxct Ajj-ct\-.iiyv--ciJ-^a.j 




Seq. No. 


O A O O A O 

293202 




Seq. ID 






Method 


BLASTN 




NCBI GI 


gl68587 




BLAST score 


36 




E value 


4.0e-ll 




Match length 


60 




% identity 


90 




NCBI Description 


Zea mays coractor-inaepenaenT: pnospnogxyutiXciLe niuuasc: uLiMM-n, 




complete cds 




Seq. No. 


A A O A A O 

293203 




Seq. ID 


LIB3Uoz-Uol-s2I J^I^o 




Method 


Tax 7\ CPY 
rSXiiio i A 




NCBI GI 


g3894214 




BLAST score 


289 




E value 


6.0e-26 




Match length 


79 




% identity 


76 



40896 



NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(D83726) elongation factor 1 beta 2 [Oryza sativa] 
>gi_3894216_dbj_BAA34599_ (D83727) elongation factor 1 beta 
2 [Oryza sativa] 

293204 

LIB3062-031-Q1-K1-D4 

BLASTX 

gl835731 

152 

8.0e-14 

92 

50 . ^ 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 



293205 

LIB3062-031-Q1-K1-D9 

BLASTX 

g2773154 

179 

3.0e-13 

68 

51 

(AF039573) abscisic acid- 
[Oryza sativa] 



and stress-inducible protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



293206 

LIB3062-031-Q1-K1-E12 

BLASTX 

g2773154 

142 

3.0e-09 

55 

51 

{AF039573) abscisic acid- and stress-inducible protein 
[Oryza sativa] 

293207 

LIB3062-031-Q1-K1-E5 

BLASTX 

g4056469 

343 

3.0e-32 

124 

62 

(AC005990) Strong similarity to gb_M95166 ADP-ribosylation 
factor from Arabidopsis thaliana. ESTs gb_Z25826, 
gb R90191, gb_N65697, gb_AA713150, gb__T46332, gb_AA040967, 
gb_AA712956, gb__T46403, gb__T46050, gb_AI100391 and 
gb_Z25043 come from t 

293208 

LIB3062-031-Q1-K1-F4 

BLASTX 

g463363 

199 

l.Oe-15 
65 



40897 



% identity 65 . 

NCBI Description (U03701) ubiquitin [Stephanodiscus yellowstonensxs] 

Seq. No. 293209 

Seq. ID LIB3062-031-Q1-K1-F8 

Method BLASTX 

NCBI GI g3126967 

BLAST score 466 

E value l.Oe-46 

Match length 134 

% identity 17 

NCBI Description (AF061807) polyubiquitin [Elaeagnus umbellata] 
2 93210 

LIB3062-031-Q1-K1-G10 
BLASTX 
g2384760 
179 

2.0e-13 
92 
45 

(AF016897) GDP dissociation inhibitor protein OsGDI2 [Oryza 
sativa] 

Seq. No. 293211 

Seq. ID LIB3062-031-Q1-K1-G4 

Method BLASTX 

NCBI GI g4567304 

BLAST score 206 

E value 3.0e-16 

Match length 127 

% identity 42 , 
NCBI Description (AC005956) unknown protein [Arabidopsis thaliana] 

Seq. No. 293212 

Seq. ID LIB3062-031-Q1-K1-G9 

Method BLASTX 

NCBI GI gl052960 

BLAST score 194 

E value 1 . Oe-16 

Match length 100 

% identity 54 

NCBI Description (U37437) PNIL34 [Ipomoea nil] 

Seq. No. 293213 

Seq. ID LIB3062-032-Q1-K1-A6 

Method BLASTX 

NCBI GI g2275202 

BLAST score 147 

E value 7.0e-10 

Match length 72 

% identity 42 

NCBI Description (AC002337) acyl-CoA synthetase isolog [Arabidopsis 
thaliana] 

Seq. No. 293214 

Seq. ID LIB3062-032-Q1-K1-B4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40898 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3953471 

270 

8.0e-24 

82 

68 

(AC002328) F2202.16 [Arabidopsis thaliana] 
293215 

LIB3062-032-Q1-K1-C6 

BLASTX 

g3860273 

291 

3.0e-26 

120 
50 

(AC005824) hypothetical protein [Arabidopsis thaliana] 
>gi_4314398_gb_AAD15608_ (AC006232) hypothetical protein 
[Arabidopsis thaliana] 

293216 

LIB3062-032-Q1-K1-E11 

BLASTX 

gl244716 

174 

4.0e-25 

139 

55 

(U42336) ACC synthase [Triticum aestivum] 
293217 

LIB3062-032-Q1-K1-E2 

BLASTX 

gl808684 

148 

7.0e-10 

44 

68 

(Y10782) hypothetical protein [Sporobolus stapfianus] 
293218 

LIB3062-032-Q1-K1-E4 

BLASTX 

g2924781 

196 

2.0e-15 

76 

55 

(AC002334) putative cellulose synthase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



293219 

LIB3062-032-Q1-K1-F4 

BLASTX 

g2826786 

194 

5.0e-19 



40899 



Match length 

% identity 

NCBI Description 

Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 
62 

(¥10905) 



RAPB protein [Oryza sativa] 



293220 

LIB3062-032-Q1-K1-F7 

BLASTX 

gl351136 

165 

3.0e-19 

79 

70 

SUCROSE SYNTHASE 2 (SUCROSE-UDP GLUCOSYL TRANSFERASE 2] 
>gi_514946 (L22296) UDP-glucose : D- fructose 
2-glucosyl-transf erase [Zea mays] >gi_533252 {L33244) 
sucrose synthase 2 [Zea mays] 



Seq. No. 


293221 




Seq. ID 


LIB3062- 


■032-( 


Method 


BLASTN 




NCBI GI 


g397395 




BLAST score 


134 




E value 


3.0e-69 




Match length 


218 




% identity 


90 




NCBI Description 


Z.mays MNBlb 


Seq. No. 


293222 




Seq. ID 


LIB3062- 


-032- 


Method 


BLASTX 




NCBI GI 


gll3965 




BLAST score 


208 




E value 


2.0e-16 




Match length 


129 




% identity 


23 




NCBI Description 


ANNEXIN 


VII 



slime mold 



>gi_8 2917 l_emb_CAA4 2815 
discoideum] 



(SYNEXIN) >gi_71775_pir LUD07 annexin VII - 

Dictyostelium discoideiam) 

(X60269) annexin 7 [Dictyostelium 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



293223 

LIB3062-033-Q1-K1-A2 

BLASTX 

g3582335 

516 

l.Oe-52 

148 

66 

{AC005496) unknown protein [Arabidopsis thaliana] 
293224 

LIB3062-033-Q1-K1-C5 

BLASTX 

g3928084 

159 

l.Oe-10 
129 



40900 



# 



% identity 36 

NCBI Description (AC00577 0) retrotransposon-like protein [Arabidopsis 
thaliana] 



Sag. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2 93225 

LIB3062-033-Q1-K1-C9 

BLASTX 

g548851 

185 

6.0e-14 

85 

47 

40S RIBOSOMAL PROTEIN S20 >gi_481226_pir S38356 ribosomal 

protein S20 - rice >gi_391875_dbj_BAA02157_ {D12632) 40S 
subunit ribosomal protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293226 

LIB3062-033-Q1-K1-E6 

BLASTX 

g542157 

406 

l.Oe-39 

92 

85 

ribosomal 5S RNA-binding protein 



Rice 



293227 

LIB3062-033-Q1-K1-F8 

BLASTX 

g3892709 

188 

l.Oe-29 

119 

60 

(AL033545) putative protein [Arabidopsis thaliana] 
293228 

LIB3062-033-Q1-K1-G4 

BLASTX 

g3461820 

229 

5.0e-19 

73 

55 

(AC004138) unknown protein [Arabidopsis thaliana] 
2 93229 

LIB3062-034-Q1-K1-A12 

BLASTN 

g342663 

48 

3.0e-18 

140 

84 

Maize mitochondrial 18S ribosomal RNA gene 



Seq. No. 



293230 



40901 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3062-034-Q1-K1-A8 

BLASTX 

gll74745 

313 

6.0e-29 

79 

78 

TRIOSEPHOSPHATE ISOMERASE, CHLOROPLAST PRECURSOR (TIM) 

>gi__1363523_pir S53761 triose-phosphate isomerase (EC 

5.371.1) precursor, chloroplast - rye 

>gi_609262_emb__CAA83533_ (Z32521) triosephosphate isomerase 

[Secale cereale] >gi__10954 94__prf 2109226B triosephosphate 

isomerase [Secale cereale] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293231 

LIB3062-034-Q1-K1-B4 

BLASTX 

g2914700 

230 

2.0e-19 
80 
60 

(AC003974) 
thaliana] 



tRNA-processing protein SEN3-like [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293232 

LIB3062-034-Q1-K1-D11 

BLASTX 

gl22070 

291 

2.0e-26 

77 

82 

HISTONE H3 >gi_82483_pir ^A25564 histone H3 - rice 

>gi_169793 {M15664) histone 3 [Oryza sativa] >gi_940018 
(U25664) histone H3 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293233 

LIB3062-034-Q1-K1-D2 

BLASTX 

g3023522 

212 

l.Oe-32 

121 

57 

COATOMER BETA* SUBUNIT (BETA' -COAT PROTEIN) (BETA' -COP) 
(P102) >gi_2454309 (AF002705) beta prime COP [Rattus 
norvegicus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



293234 

LIB3062-034-Q1-K1-E10 

BLASTX 

gll68730 

184 

7.0e-14 

94 

39 



40902 



NCBI Description 



CINNAMYL-ALCOHOL DEHYDROGENASE ELI3-2 (CAD) 

>gi_282866_pir S28043 SLI3-1 protein - Arabidopsis 

thaliana >gi_16269__emb_CAA48026_ (X67815) Eli3-2 
[Arabidopsis thaliana] >gi_4 4 67105_emb_CAB37539_ (AL035538) 
cinnamyl- alcohol dehydrogenase ELI3-2 [Arabidopsis 
thaliana] 



Seq. No. 
Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293235 

LIB3062-034-Q1-K1-E6 

BLASTX 

g2832777 

276 

2.0e-24 

130 

43 

(AL021086) l-6vidence=predicted by match; 
l-inatch_accession=SWISS-PROT : P53624 ; 
l-match_description-MANNOSYL-OLIGOSACCHARIDE 
ALPHA-1,2-MANN0SIDASE ISGFORM 1 (EC 3.2.1.113) 
(MAN (9) -ALPHA-MANNOSIDASE) . ; l-match_species-DROSOPHILA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293236 

LIB3062-034-Q1-K1-H9 

BLASTX 

g3763927 

158 

7.0e-ll 

94 

41 

(AC004450) putative carboxyphosphoenolpyruvate mutase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293237 

LIB30 62-035-Q1-K1-A12 

BLASTX 

gl890575 

161 

3.0e-ll 

65 

57 

(X93174) 
vulgare] 



xyloglucan endotransglycosylase (XET) [Hordeum 



Seq. 'No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293238 

LIB3062-035-Q1-K1-C10 

BLASTX 

g479442 

154 

4.0e-10 

34 

91 

GTP-binding protein - tomato >gi_313029_emb_CAA4 9600_ 
(X69980) GTP-binding protein [Lycopersicon esculentum] 



Seq. No. 
Seq, ID 
Method 



293239 

LIB3062-035-Q1-K1-C4 
BLASTX 



40903 



NCBI GI gllOlOll 

BLAST score 209 

E value 6.0e-17 

Match length 8 9 

% identity 6 

NCBI Description {U27577) polyubiguitin [Trichomonas vaginalis] 

Seq. No. 293240 

Seq. ID LIB3062-035-Q1-K1-E11 

Method BLASTX 

NCBI GI g2499488 

BLAST score 173 

E value l.Oe-12 

Match length 107 

% identity 36 

NCBI Description PYROPHOSPHATE —FRUCTOSE 6-PHOSPHATE 1- PHOSPHOTRANSFERASE 



ALPHA SUBUNIT (PFP) ( 6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE)) 
(PYROPHOSPHATE-DEPENDENT 6-PHOSPHOFRUCTOSE-l-KINASE) 
(PPI-PFK) >gi_483547_einb_CAA83682__ (Z32849) 
pyrophosphate-dependent phosphof ructokinase alpha subunit 
[Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293241 

LIB3062-035-Q1-K1-G4 

BLASTN 

g2196671 

42 

l.Oe-14 

150 

82 

2. mays mRNA for HMG protein 



Seq. No, 


293242 


Seq. ID 


LIB3062-035-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g3236247 


BLAST score 


160 


E value 


8.0e-ll 


Match length 


123 


% identity 


38 


NCBI Description 


(AC004 684) SCARECROW-like protein [Arabidopsis 


Seq. No, 


293243 


Seq, ID 


LIB3062-035-Q1-K1 -G6 


Method 


BLASTX 


NCBI GI 


g2737973 


BLAST score 


672 


E value 


8,0e-71 


Match length 


129 


% identity 


99 


NCBI Description 


(U83625) protein kinase ZmMEKl [Zea mays] 



Seq. No. 293244 

Seq. ID LIB3062-035-Q1-K1-H1 

Method BLASTX 

NCBI GI g3914685 

BLAST score 189 



40904 



# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-14 

78 

55 

60S RIBOSOMAL PROTEIN L17 >gi_2668748 (AF034948) ribosomal 
protein L17 [Zea mays] 

293245 

LIB3062-035-Q1-K1-H12 

BLASTX 

g461465 

602 

l.Oe-62 

114 

97 

ACTIN >gi_322751_pir S31933 actin - coininon tobacco 

>gi_22609_emb_CAA45149_ {X63603) actin [Nicotiana tabacum] 

293246 

LIB3062-Q35-Q1-K1-H4 

BLASTX 

g66009 

268 

8.0e-24 

66 

83 

glyceraldehyde-3-phosphate dehydrogenase (EC 1,2.1.12) C, 
cytosolic - maize >gi_22238_emb_CAA30151_ (X07156} GADPH 
(AA 1-337) [Zea mays] 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293247 

LIB3062-036-Q1-K1-A12 

BLASTX 

gl890575 

213 

5.0e-32 
120 
63 

{X93174) 
vulgare] 



xyloglucan endotransglycosylase (XET) [Hordeum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



293248 

LIB3062-036-Q1-K1-A9 

BLASTN 

gl9054 

49 

8.0e-19 

61 

95 

H. vulgare myb2 mRNA 
293249 

LIB3062-036-Q1-K1-C6 

BLASTX 

g2224915 

231 

3.0e-19 
124 



40905 



% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45 

(U95968) 



beta-expansin [Oryza sativa] 



293250 

LIB3062-036-Q1-K1-F10 

BLASTX 

g2995384 

222 

3.0e-18 

72 
64 

(AJ004810) cytochrome P450 monooxygenase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Zea mays] 



293251 

LIB3062-036-Q1-K1-H10 

BLASTN 

g3821780 

37 

2,0e-ll 

37 

100 

Xenopus laevis cDNA clone 27A6-1 
293252 

LIB3062-037-Q1-K1-A12 

BLASTX 

g4580461 

173 

2.0e-12 

103 
65 

(AC006081) unknown protein [Arabidopsis thaliana] 
293253 

LIB3Q62-037-Q1-K1-A9 

BLASTX 

gll3449 

153 

5.0e-10 

130 

28 

PROBABLE ATP-DEPENDENT PERMEASE PRECURSOR 

>gi_83202_pir S19421 ATP-dependent permease ADPl precursor 

- yeast (Saccharomyces cerevisiae) 

>gi_1907154_emb_CAA42328__ (X59720) YCROllc, len:1049 
[Saccharomyces cerevisiae] 

293254 

LIB3062-037-Q1-K1-B3 

BLASTN 

g4185305 

76 

l.Oe-34 

140 

89 

Zea mays cosmid IV.lEl 22-kDa alpha zein protein 21 
(SZ22-21) gene, complete cds; retrotransposon Opie-2 gag 



40906 



protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 



Seq. No. 


293255 


Seq. ID 


LIB3062-037-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g3163946 


BLAST score 


498 


E. value 


Z , Ue-oU 


Match length 


97 


% identity 


94 


NCBI Description 


(AJuuooyyj aipna— uuDuim i l 


Seq. No. 


293256 


Seq. ID 


LIB3062-037-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g3367591 


BLAST score 


337 


E value 


1 . Oe-31 


Match length 


108 


% identity 


60 


NCBI Description 


(AL031135) putative protein 


Seq. No. 


293257 


Seq. ID 


LIB3062-037-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g2673912 


BLAST score 


164 


E value 


8.0e-16 


Match length 


90 


% identity 


51 


NCBI Description 


(AC002561) unknown protein 


Seq. No. 


293258 


Seq. ID 


LIB3062-037-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g3927825 


BLAST score 


261 


E value 


4.0e-23 


Match length 


71 


% identity 


73 


NCBI Description 


(AC005727) putative dTDP-gli 




[Arabidopsis thaliana] 


Seq. No. 


293259 


Seq. ID 


LIB3062-038-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g3924596 


BLAST score 


259 


E value 


9.0e-23 


Match length 


87 


% identity 


68 


NCBI Description 


(AF069442) putative phospho 




[Arabidopsis thaliana] 



[Eleusine indica] 



4-6-dehydratase 



Seq. No. 
Seq. ID 



293260 

LIB3062-038-Q1-K1-F1 



40907 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Seq. ID 

Method 
NCBI GI 



BLASTX 

g3193330 

148 

2.0e-09 

58 

50 

{AF069299) 
(GB:L22305) 



contains similarity to Medicago sativa corC 
[Arabidopsis thaliana] 



293261 

LIB3062-038-Q1-K1-H2 

BLASTN 

gl68608 

60 

3.0e-25 

60 

100 

Maize 17S ribosomal RNA gene and flanks 
293262 

LIB3062-039-Q1-K1-A4 

BLASTX 

g3377851 

287 

l.Oe-25 
81 

73 . ^ 

(AF07 6274) contains similarity to ATPases associated with 
various cellular activities (Pfam: AAA.hmm, score: 155.05) 
[Arabidopsis thaliana] 

293263 

LIB3062-039-Q1-K1-A6 

BLASTX 

gl361985 

154 

4.0e-10 

137 

31 

disease resistance protein RPMl - Arabidopsis thaliana 
>gi_963017_emb_CAA61131_ (X87851) disease resistance gene 
[Arabidopsis thaliana] 

293264 

LIB3062-039-Q1-K1-B4 

BLASTX 

g3004552 

149 

l.Oe-09 

68 

41 

(AC003673) unknown protein [Arabidopsis thaliana] 
293265 

LIB3062-039-Q1-K1-D9 

BLASTX 

g2632252 



40908 




BLAST score 366 

E value 5.0e-35 

Match length 72 

% identity 96 ^- ^ i 

NCBI Description (Y12464) serine/threonine kinase [Sorghum bxcolorj 

Seq. No. 293266 

Seq. ID LIB3062-039-Q1-K1-E8 

Method BLASTX 

NCBI GI g3056591 

BLAST score 167 

E value l.Oe-11 

Match length 50 

% identity 64 

NCBI Description {AC004255) T1F9.12 [Arabidopsis thaliana] 



Seq. No. 293267 

Seq. ID LIB3062-039-Q1-K1-F2 

Method BLASTX 

NCBI GI g2982331 

BLAST score 253 

E value 5.0e-22 

Match length 94 

% identity 60 . . , 

NCBI Description (AF051251) TAT-binding protein homolog [Picea marranaj 

Seq. No. 293268 

Seq. ID LIB3062-039-Q1-K1-G10 

Method BLASTX 

NCBI GI gl438881 

BLAST score 142 

E value l.Oe-08 

Match length 44 

% identity 61 

NCBI Description (U43839) GmCK2p [Glycine max] 

Seq. No. 293269 

Seq. ID LIB3062-040-Q1-K1-B2 

Method BLASTX 

NCBI GI gl076746 

BLAST score 257 

E value l.Oe-22 

Match length 80 

% identity 71 

NCBI Description heat shock protein 70 - rice (fragment) 

>gi_763160_emb_CAA47948_ (X67711) heat shock protein 70 
[Oryza sativa] 

Seq, No. 293270 

Seq. ID LIB3062-040-Q1-K1-B6 

Method BLASTX 

NCBI GI g4580394 

BLAST score 158 

E value l.Oe-10 

Match length 98 

% identity 39 

NCBI Description (AC007171) putative fatty acid elongase [Arabidopsis 



40909 



thaliana] 



Seq. No. 




Seq. ID 


LIB3062-040-Q1-K1-E5 


Method 


BLASTX 


NCBI bl 


gZ DODZ i?X 


BLAST score 


Z DO 


E value 


0 . ue— Zo 


Match length 


1 /! P 


% identity 


e: a 
04 


NCBI Description 


trirU-3zy/4j gerium ±iJve piULcj-ii [wj-yicci 


Seq. No. 


zyoz / Z 


Seq. ID 


LIB3062-040-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


gz Doo / 4Z 


BLAST score 


A m 
4 U / 


E value 


i . ue-oy 


Match length 


00 


% identity 




NCBI Description 


(ArUo4y4o) gxycme ricn Dinaxny pxuu 


Seq. No. 


zyiz/i 


Seq. ID 


LIB JUtiZ-U4u— b / 


Method 


BLASTX 


NCBI GI 


g4191778 


BLAST score 


con 
OUU 


E value 


0 . Ue-oo 


Match length 


139 


% identity 


DO 


NCBI Description 


(ACUUoyi/) purauive nucxeosoine asseuujxy 




[Arabidopsis thaliana] 


Seq. No. 


293274 


Seq. ID 


LIB3062-040-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g2130091 


BLAST score 


222 


E value 


3.0e-18 


Match length 


102 



% identity 

NCBI Description 



47 

aspartate aminotransferase - proso millet 
>gi_633095_dbj_BAA08106_ {D45076) plastidic aspartate 
aminotransferase [Panicum miliaceum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293275 

LIB3062-041-Q1-K1-A3 

BLASTX 

g2708750 

155 

4.0e-16^ 

128 

45 

(AC003952) putative physical impedence protein [Arabidopsis 
thaliana] 



Seq. No. 



293276 



40910 





T TR'^n^^9-n41 -Ol -K1 -A4 


ri6 unoa 


TDT AQTM 






BLAST score 


69 


E value 


2.0e-30 


Match length 


by 


^ laentxty 


1 nn 
lUU 


NCBI Description 


Zea mays translation . 




coiiipiei,s ccLs 


Seq. No. 


O Q '3 O T 1 


beq. lu 


T TR'^n^9 — flAI —Hi — Pfl — Rf^ 
lilJDOUOZ Ufil J\X OD 


Method 




NCBI GI 


g22332 


BLAST score 


270 


E value 


1 Ho— 1 ^0 

1 . ue lou 


MatCil lengtn 




^ identity 


yi 


NCBI Description 


Z.inays HRGP gene 


Seq. No. 


o n o o T 0 


beq. lu 


T TR'^n*^9— 041 — m -PTI — P1 9 
lilOOUOZ UtIX vl 


Metnod 








BLAST score 


295 


E value 


9.0e-39 


Match length 


108 


% identity 


71 


NCBI Description 


(AC005990) Similar to 



G0S2 (TIF) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



homolog from Arabidopsis thaliana chromosome 4 contig 
gb_Z97341. ESTs gb_T20778 and gb_AA586281 come from this 
gene. [Arabidopsis thaliana] 

293279 

LIB3062-041-Q1-K1-D6 

BLASTN 

g902200 

325 

O.Oe+00 

430 

93 

Z.mays complete chloroplast genome 
293280 

LIB3062-041-Q1-K1-E10 

BLASTX 

g4406815 

204 

4.0e-16 

60 

63 

{AC006201) putative peptide methionine sulfoxide reductase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



293281 

LIB3062-041-Q1-K1-E8 
BLASTX 



40911 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g2245107 
389 

l.Oe-37 

138 

35 

{Z97343) 



thioesterase homolog [Arabidopsis thaliana] 



293282 

LIB3062-041-Q1-K1-F10 

BLASTX 

gll97461 

209 

l.Oe-16 

74 

57 

(X78819) casein kinase 



I [Arabidopsis thaliana] 



293283 

LIB3062-041-Q1-K1-F12 

BLASTX 

g3450889 

344 

2.0e-32 

139 

55 

{AF083890) 19S proteosome subunit 



9 [Arabidopsis thaliana] 



293284 

LIB3062-041-Q1-K1-H10 

BLASTX 

g2980782 

272 

5.0e-24 

101 

57 

(AL022198) hypothetical protein [Arabidopsis thaliana] 
293285 

LIB3062-041-Q1-K1-H3 

BLASTX 

g3036796 

510 

7.0e-52 

138 

73 

(AL02237 3) putative protein [Arabidopsis thaliana] 
>gi_3805858_emb_CAA21478_ (AL031986) putative protein 
[Arabidopsis thaliana] 

293286 

LIB3062-042-Q1-K1-C7 

BLASTX 

g2252632 

272 

3.0e-24 

96 

57 



40912 



NCBI Description {U95973) Barley Mlo protein isoiog [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



293287 

LIB3062-04 2-Q1-K1-E2 

BLASTX 

g2429087 

243 

9.0e-21 

103 
48 

(L37 358 ) lipoxygenase 



2 [Horde urn vulgare] 



293288 

LIB3062-042-Q1-K1-G6 

BLASTX 

gl076580 

192 

9.0e-15 

76 

46 

alcohol dehydrogenase homolog ADH3b - tomato 
>gi_91344 6_bbs_160508 {S75487) alcohol dehydrogenase ADH 
{EC 1.1.1.1} [Lycopersicon esculentum=tomatoes, cv. red 
cherry. Peptide, 390 aa] [Lycopersicon esculentum] 



-G8 



293289 

LIB3062-042-Q1-K1- 
BLASTX 
gl944573 
301 

2.0e-27 

130 

57 

{Z49146) phenylalanine ammonia- lyase [Hordeum vulgare] 
293290 

LIB3062-043-Q1-K1-A1 

BLASTN 

g287834 

60 

5.0e-25 

118 

97 



NCBI Description Z.mays yptm2 cDNA 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



293291 

LIB3062-043-Q1-K1-A12 

BLASTX 

g2462822 

206 

3.0e-16 

71 

49 

{AF000657) hypothetical protein [Arabidopsis thaliana] 
2 932 92 

LIB3062-043-Q1-K1-A5 



40913 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2980798 

261 

4.0e-25 

94 

61 

{AL022197) putative protein [Arabidopsis thaliana] 
293293 

LIB3062-043-Q1-K1-B1 

BLASTX 

g4335739 

222 

5.0e-18 

93 

47 

{AC006248) hypothetical protein [Arabidopsis thaliana] 
293294 

LIB3062-043-Q1-K1-B10 

BLASTX 

g4432866 

348 

6.0e-33 

127 

50 

(AC005300) putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq. No. 


293295 


Seq. ID 


LIB3062-043-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g3335363 


BLAST score 


334 


E value 


2.0e-31 


Match length 


112 


% identity 


33 


NCBI Description 


(AC003028) hypothetical protein 


Seq. No. 


293296 


Seq. ID 


LIB3062-043-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g2342724 


BLAST score 


288 


E value 


6.0e-26 


Match length 


123 


% identity 


62 


NCBI Description 


(AC002341) unknown protein [Arab 


Seq. No. 


293297 


Seq. ID 


LIB3062-043-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g3158376 


BLAST score 


411 


E value 


2.0e-40 


Match length 


114 


% identity 


74 



40914 



NCBI Description {AF035385) unknown [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293298 

LIB3062-043-Q1-K1-C2 

BLASTX 

gl33361 

522 

3.0e-53 

139 

71 

DNA-DIRECTED RNA POLYMERASE III 128 KD POLYPEPTIDE (RNA 

POLYMERASE III SUBUNIT 2) >gi_66988_pir RNFF32 

DNA-directed RNA polymerase (EC 2.7.7.6) III second-largest 
chain - fruit fly (Drosophila melanogaster) 
>gi_10963__emb_CAA41631__ {X58826) RNA polymerase III 
second-largest subunit [Drosophila melanogaster] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293299 

LIB3062-043-Q1-K1-C9 

BLASTX 

gl401268 

199 

2.0e-15 

59 

61 

(U59812) ornithine decarboxylase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293300 

LIB3062-043-Q1-K1-D10 

BLASTX 

g3176687 

484 

7.0e-49 

125 

73 

(AC003671) Strong similarity to trehalose-6-phosphate 
synthase homolog from A. thaliana chromosome 4 contig 
gb_Z97344. ESTs gb_H37594, gb_R65023, gb_H37578 and 
gb R64855 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293301 

LIB3062-043-Q1-K1-D11 

BLASTX 

g2369766 

396 

l.Oe-38 

107 

70 

(AJ001304) hypothetical protein [Citrus x paradisi] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



293302 

LIB3062-043-Q1-K1-D12 

BLASTX 

g4510400 

244 

l.Oe-20 
60 



40915 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



80 

(AC006587) putative vacuolar-type H(+)-ATPase [Arabidopsis 
thaliana] 

293303 

LIB3062-043-Q1-K1-D9 

BLASTX 

gl572819 

236 

8.0e-20 

98 

49 

{U70855) similar to the RAS gene family [Caenorhabditis 
elegans] 



Seq. No, 


293304 


Seq. ID 


LIB3062-( 


Method 


BLASTX 


NCBI GI 


g2231034 


BLAST score 


298 


E value 


4.0e-27 


Match length 


91 


% identity 


67 


NCBI Description 


(Y12785) 


Seq. No. 


293305 


Seq. ID 


LIB3062- 


Method 


BLASTX 


NCBI GI 


g2576361 


BLAST score 


349 


E value 


4.0e-33 


Match length 


94 


% identity 


67 


NCBI Description 


(U39782) 



MAP kinase I [Petroselinum crispum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



lysine and histidine specific transporter 
[Arabidopsis thaliana] 

293306 

LIB3062-043-Q1-K1-F11 

BLASTX 

gl657374 

462 

3.0e-46 

100 

85 

(X96853) endo-beta-1, 4-glucanase [Prunus persica] 
>gi_1657380_einb_CAA65600_ (X96856) endo-beta-1, 4-glucanase 
[Prunus persica] 



293307 

LIB3062-043-Q1-K1-G11 

BLASTX 

g2832623 

477 

4.0e-48 

125 
73 

{AL021711) protein kinase 



like protein [Arabidopsis 



40916 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293308 

LIB3062-043-Q1-K1-G9 

BLASTX 

g3319457 

144 

5.0e-09 

79 

39 

{AF077542) contains similarity to 0-linked GlcNAc 
transferases [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293309 

LIB3062-043-Q1-K1-H11 

BLASTX 

g2443878 

380 

l.Oe-36 

126 

62 

{AC002294) Unknown protein [Arabidopsis thaliana] 
293310 

LIB3062-043-Q1-K1-H9 

BLASTX 

g2258418 

287 

8.0e-26 

84 

62 

{AF007875) dolichol monophosphate mannose synthase [Homo 
sapiens] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293311 

LIB3062-044-Q1-K1-B8 

BLASTX 

g3850581 

341 

5.0e-32 
108 
61 

{AC005278) 
thaliana] 



EST gb_N96383 comes from this gene. [Arabidopsis 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293312 

LIB3062-044-Q1-K1-D12 

BLASTX 

g2191135 

256 

5.0e-22 

105 
48 

{AF007269) A_IG002N01 . 14 gene product [Arabidopsis 
thaliana] 



Seq. No. 



293313 



40917 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3062-044-Q1-K1-F11 

BLASTX 

g2668742 

195 

3.0e-15 

63 
68 

(AF034945) 



glycine-rich RNA binding protein [Zea mays] 



293314 

LIB3062-044-Q1-K1-F6 

BLASTX 

g2462749 

420 

2.0e-41 

108 

75 

(AC002292) Putative Serine/Threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 


293315 


Seq. ID 


LIB3062-044-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g2340108 


BLAST score 


367 


E value 


4.0e-35 


Match length 


126 


% identity 


57 


NCBI Description 


(U65948) starch branching en 


Seq. No. 


293316 


Seq. ID 


LIB3062-044-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g4099090 


BLAST score 


310 


E value 


2.0e-28 


Match length 


71 


% identity 


80 


NCBI Description 


(U83178) unknown [Arabidopsi 


Seq. No. 


293317 


Seq. ID 


LIB3062-044-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g4587987 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


40 


% identity 


80 


NCBI Description 


(AF085279) hypothetical Ser- 




thaliana] 


Seq. No. 


293318 


Seq. ID 


LIB3062-045-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3319342 


BLAST score 


292 


E value 


2.0e-26 



[Zea mays] 



[Arabidopsis 



40918 



100 
60 

{AFQ77407) similar to mitochondrial carrier proteins (Pfam: 
mit_carr.hmm, score: 7 9.74 and 42.50) [Arabidopsis 
thaliana] 



Seq. No. 293319 

Seq, ID LIB3062-045-Q1-K1-H1 

Method BLASTX 

NCBI GI gl800147 

BLAST score 165 

E value 8.0e-12 

Match length 4 5 

% identity 7 6 , . . 4.u i • i 

NCBI Description {U83655) membrane associated protein [Arabidopsxs thalianaj 

Seq. No. 293320 

Seq. ID LIB3062-045-Q1-K1-H5 

Method BLASTX 

NCBI GI g4164149 

BLAST score 229 

E value l.Oe-22 

Match length 68 

% identity 81 . 
NCBI Description (AB014056) iron-superoxide dismutase [Oryza satxvaj 



293321 

LIB3062-045-Q1-K1-H6 
BLASTX 
gl20670 
191 

5.0e-27 
107 
70 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_100879_pir S06879 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) C - maize 
>gi_295853__emb_CAA33620_ (X15596) GAPDH [Zea mays] 

Seq. No. 293322 

Seq. ID LIB3062-046-Q1-K1-B1 

Method BLASTX 

NCBI GI g4587373 

BLAST score 164 

E value 2.0e-ll 

Match length 53 

% identity 60 . ^ ^ 

NCBI Description (AB024575) ethylene responsive element binding factor 
[Nicotiana tabacum] 

Seq. No. 293323 

Seq. ID LIB3062-046-Q1-K1-G6 

Method BLASTX 

NCBI GI gl085973 

BLAST score 195 

E value l.Oe-15 

Match length 56 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



66 

isopentyl pyrophosphate isomerase - Clarkia breweri 
(fragment) >gi__572635_einb_CAA57 947_ {X82627) isopentenyl 
pyrophosphate isomerase [Clarkia breweri] 

293324 

LIB3062-047-Q1-K1-A3 

BLASTX 

gl737492 

222 

3.0e-18 

111 

41 

{U81318) poly (A) -binding protein [Triticum aestivum] 
293325 

LIB3062-047-Q1-K1-C6 

BLASTX 

g3242071 

485 

3.0e-49 

94 

87 

(AJ007289) myb-like protein [Arabidopsis thaliana] 



293326 

LIB3062-047-Q1-K1-E11 

BLASTX 

g66615 

245 

4.0e-21 

94 

76 

glutathione transferase 



(EC 2.5.1.18) I - maize 



2 93327 

LIB3062-047-Q1-K1-F1 

BLASTX 

gll8926 

220 

5.0e-18 

80 
53 

DESSICATION-RELATED PROTEIN CLONE PCC13-62 PRECURSOR 

>gi_320600_pir E45509 desiccation-related protein (clone 

PCC13-62) - Craterostigma plantagineum >gi_167479 {M62991) 
dessication-related protein [Craterostigma plantagineum] 

>gi_227781_prf 1710351E abscisic acid responsive protein E 

[Craterostigma plantagineum] 

293328 

LIB3062-047-Q1-K1-F4 

BLASTN 

g3821794 

49 

2.0e-18 
193 



40920 



% identity 83 

NCBI Description Zea mays gene encoding protein kinase CK2 alpha subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293329 

LIB3062-047-Q1-K1-G1 

BLASTX 

g4371292 

227 

l.Oe-18 

120 

39 

{AC006260) unknown protein [Arabidopsis thaliana] 
293330 

LIB3062-048-Q1-K1-G2 

BLASTN 

g722325 

48 

3.0e-18 

166 

85 

Zea mays clone Zm-Rab2-A GTP binding protein (rab2) mRNA, 
complete cds 

293331 

LIB3062-048-Q1-K1-H9 

BLASTX 

g3176691 

171 

l.Oe-13 

70 

61 

(AC003671) Contains homology to serine/threonine protein 
kinase gb_X99618 from Mycobacterium tuberculosis. ESTs 
gb_F14403/ gb_F14404, and gb_N96730 come from this gene. 
[Arabidopsis thaliana] 

293332 

LIB3062-04 9-Q1-K1-B2 

BLASTX 

g741983 

160 

2.0e-ll 

48 

69 

sucrose synthase: IS0TYPE==2 [Zea mays] 
293333 

LIB3062-04 9-Q1-K1-B9 

BLASTN 

g22379 

35 

4.0e-10 

35 

100 

Z.mays mRNA for CAAT-box DNA binding protein subunit B 
(NF-YB) 



40921 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293334 

LIB3062-049-Q1-K1-C4 

BLASTN 

g452340 

85 

2.0e-40 

113 
95 

Z.mays mRNA for type II light-harvesting chlorophyll 
a/b-binding protein 

293335 

LIB3062-049-Q1-K1-F1 

BLASTX 

gl00487 

176 

9.0e-13 

105 
40 

TNPl protein - garden snapdragon >gi_16Q57_ernb_CAA40554_ 
{X57297) TNPl [Antirrhiniim majus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293336 

LIB3062-04 9-Q1-K1-F7 

BLASTX 

gl946355 

269 

l.Oe-23 

125 

40 

(U93215) maize transposon MuDR mudrA protein isolog 
[Arabidopsis thaliana] >gi_2880040 (AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 

293337 

LIB3062-049-Q1-K1-G1 

BLASTX 

g2773154 

175 

l.Oe-12 

58 

55 

{AF039573) abscisic acid- and stress-inducible protein 
[Oryza sativa] 

293338 

LIB3062-049-Q1-K1-H12 

BLASTX 

g4531444 

246 

5.0e-21 

121 

45 

(AC006224) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 



293339 



40922 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3062-04 9-Q1-K1-H7 

BLASTX 

gl29915 

421 

5.0e-57 

142 

80 

PHOSPHOGLYCERATE KINASE, CHLOROPLAST PRECQRSOR 

>gi_66912_pir TVWTGC phosphoglycerate kinase (EC 2.7.2.3) 

precursor, chloroplast - wheat >gi_21833_emb_CAA33303_ 
(X15233) phosphoglycerate kinase (AA 1 - 480) [Triticum 
aestivum] >gi__3293043_einb_CAA51931_ (X73528) 
phosphoglycerate kinase [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293340 

LIB3062-050-Q1-K1-B11 

BLASTX 

g4191791 

499 

l.Oe-50 

127 

71 

(AC005917) putative sf21 {Helianthus annuus} protein 
[Arabidopsis thaliana] 



Seq. No. 


293341 


Seq. ID 


LIB3062-( 


Method 


BLASTX 


NCBI GI 


g2065531 


BLAST score 


468 


E value 


6.0e-47 


Match length 


143 


% identity 


62 


NCBI Description 


(U78526) 


Seq. No. 


293342 


Seq. ID 


LIB3062- 


Method 


BLASTX 


NCBI GI 


g4512660 


BLAST score 


313 


E value 


8.0e-29 


Match length 


102 


% identity 


58 


NCBI Description 


{AC00693 



050-Q1-K1-F8 



>gi_4544467_gb_AAD22374.1_AC006580_6 (AC006580) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293343 

LIB3062-050-Q1-K1-H8 

BLASTX 

g2244996 

211 

4.0e-17 

92 

46 

(297341) similarity to a membrane-associated salt-inducible 
protein [Arabidopsis thaliana] 



40923 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293344 

LIB3062-051-Q1-K1-A12 

BLASTX 

g3668088 

417 

5.0e-41 

121 
63 

(AC004 667) G9a-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293345 

LIB3062-051-Q1-K1-A9 

BLASTX 

g3201631 

294 

l.Oe-26 
73 

71 " 

(AC004 669) putative GTP-binding protein, 5' partial 
[Arabidopsis thaliana] 



Seq. No. 


293346 


ocq. ±u 


LIB3062-051-O1-K1-D10 


Method 


BLASTX 


NCBI GI 


g4510381 


BLAST score 


176 


E value 


8.0e-13 


Match length 


73 


% identity 


55 


NCBI Description 


{AC007017) unknovm protein [Arabidopsis thali 


Seq. No. 


293347 


Seq. ID 


LIB3062-051-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g4239692 


BLAST score 


206 


E value 


2.0e-16 


Match length 


87 


% identity 


49 


NCBI Description 


(AJ132745) hypothetical protein [Arabidopsis 


Seq. No. 


293348 


Seq. ID 


LIB3062-051-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g3935170 


BLAST score 


153 


E value 


2.0e-10 


Match length 


86 


% identity 


37 


NCBI Description 


(AC004557) F17L21,13 [Arabidopsis thaliana] 


Seq. No. 


293349 


Seq. ID 


LIB3062-052-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g4582787 


BLAST score 


231 



40924 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-20 

65 

74 

{AJ012281) 



adenosine kinase [Zea mays] 



293350 

LIB3062-052-Q1-K1-A6 

BLASTX 

g4091117 

309 

2.0e-28 

73 

81 

(AFQ47428) nucleic acid binding protein [Oryza sativa] 
293351 

LIB3062-052-Q1-K1-D9 

BLASTX 

g4585871 

290 

3.0e-26 

87 

62 

(AC005850) Unknown protein [Arabidopsis thaliana] 
293352 

LIB3062-052-Q1-K1-G10 

BLASTX 

gll73027 

206 

3.0e-16 

65 

65 

60S RIBOSOMAL PROTEIN L31 >gi_915313 (U23784) ribosomal 
protein L31 [Nicotiana glutinosa] 



Seq. No. 


293353 


Seq. ID 


LIB3062-052-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g3763932 


BLAST score 


322 


E value 


3.0e-30 


Match length 


88 


% identity 


77 


NCBI Description 


(AC004450) putative 


Seq. No. 


293354 


Seq. ID 


LIB3062-052-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g3288113 


BLAST score 


190 


E value 


2.0e-28 


Match length 


81 


% identity 


83 


NCBI Description 


( Z97067 ) elongation 


Seq. No. 


293355 



1-beta [Beta vulgaris] 



40925 




beq. ID 


J_i J,DO U 0^ U 0 J y X 1\X ri.y 


Method 


pT 7\ QTV 
DJjiiO i A 


NCBI GI 


g2668742 - 


BLAST score 


153 


E value 


0 • ue lu 


Match lengtn 


DO 


% identity 


0 0 


NCBI Description 


t Ar U J 4 y 4 D J gxycxne ricn KiMri Dinumg protem [Zjea. m<ayo 


Seq. No. 


0 fi 0 0 c ^ 


beq. iu 




Method 


■QT 7\ CPV 


NCBI GI 


g2668742 


BLAST score 


371 


E value 


0 . ue-ob 


Match length 


00 


% identity 


0 / 


NCBI Description 


^AI;Uo4y4^J gxycmencn i\LN/i jjincimg pxuutixii [iitJo. itidyo 


Seq. No. 




beq. Xu 


XjXJdoU DZ U3 J Vj^X ivX nXU 


ItJl ^ 4- "U. ^ ^ 

Metiioa 


Dijiib 1 A 


NCBI C3I 


gb y J y 1 0 


BLAST score 


200 


E value 


9.0e-16 


Match length 


o r 
00 


% identity 


52 


NCBI Description 


(U21112) chlorophyll a/b binding protein [Solanum 




tuberosum] 


Seq. No. 


o r\ T o c o 


Seq. ID 


blooUDZ-Uoo-Ux JVX-no 


Method 


bLAb i A 


NCBI bl 


_o/CQ/|yic 

gz4oy44o 


BLAST score 


223 


E value 


2.0e-18 


Match length 


lOz 


% identity 


44 


NCBI Description 


(ACO 02332) putative ribonucleoprotein [Arabidopsis 




thaliana] 


Seq. No. 


o n o "0 c n 

zy3ioy 


beq. ID 


LilboUoZ — UO 0"-yX i\X— /ilX 


Method 


n T TV cnnv 

BLAST A 


NCBI GI 


g2500215 


BLAST score 


185 


E value 


J ♦ iJe-x4 


Match length 


63 


% identity 


56 


NCBI Description 


oL)b ACIDIC KlBUbUMAlt rKUihjiJN rU ^xixUxIj; 


Seq. No. 


293360 


Seq. ID 


LIB3062-056-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


gll72810 


BLAST score 


191 


E value 


l.Oe-14 
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Match length 38 
% identity 95 

NCBI Description 60S RIBOSOMAL PROTEIN LIO (QM PROTEIN HOMOLOG) 

>gi_543339_pir JC2013 ribosomal protein LIO, cytosolic - 

mouse >gi_2143959_pir JC4911 ribosomal protein LIO - rat 

>gi_407466_emb_CAA53061_ (X75312) QM protein [Mus musculus] 
>gi_410742 (M93980) 24.6 kda protein [Mus musculus] 
>gi_1854567_emb__CAA60587_ (X87106) ribosomal protein LIO 
[Rattus norvegicus] 





Seq. No. 


293361 




beq. ID 






T^Jtn 4- Vi ^ >J 

Jxle Liioa 












BLAST score 


333 




E value 


3.0e-31 




Match length 


103 




% identity 


68 




NCBI Description 


{X53778) uracil DNA glycosylase [Homo sapiens] 




Seq. No. 


293362 




Seq. ID 


LIB3062-056-Q1-K1-C11 




Method 


BLASTX 




NCBI GI 


gl20649 




BLAST score 


142 




E value 


6.0e-09 




Match length 


90 




% identity 


41 




NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, LIVER 



>gi_625203_pir DEHUG3 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - human >gi_182861 (M17851) 
glyceraldehyde-3-phosphate dehydrogenase [Homo sapiens] 
>gi_182863 {J02642) glyceraldehyde 3-phosphate 
dehydrogenase (EC 1.2.1.12) [Homo sapiens] >gi_182977 
{M33197) glyceraldehyde-3-phosphate dehydrogenase (EC 
1.2.1.12) [Homo sapiens] >gi_182981 (J04038) 
giyceraldehyde-3-phosphate dehydrogenase [Homo sapiens] 
>gi_224880_prf 1203217A 

dehydrogenase, glyceraldehydephosphate [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293363 

LIB3062-056-Q1-K1-C12 

BLASTX 

gl81519 

455 

2.0e-45 

84 

100 

(L01131) decorin [Homo sapiens] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



293364 

LIB3062-056-Q1-K1-D10 

BLASTX 

gl322019 

660 

2.0e-69 
125 



40927 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

{U30787) uroporphyrinogen decarboxylase [Homo sapiens] 
>gi_1418 944__emb_CAA61540_ {X89267) uroporphyrinogen 
decarboxylase [Homo sapiens] >gi_4151813 (AF104421) 
uroporphyrinogen decarboxylase [Homo sapiens] >gi_4151815 
{AF104422) uroporphyrinogen decarboxylase [Homo sapiens] 
>gi_4151817 (AF104423) uroporphyrinogen decarboxylase [Homo 
sapiens] >gi_4151819 {AF104424) uroporphyrinogen 
decarboxylase [Homo sapiens] >gi_4151821 {AF104425) 
uroporphyrinogen decarboxylase [Homo sapiens] >gi_4151823 
(AF104426) uroporphyrinogen decarboxylase [Homo sapiens] 
>gi_4151825 (AF104427) uroporphyrinogen decarboxylase [Homo 
sapiens] >gi_4151827 (AF104428) uroporphyrinogen 
decarboxylase [Homo sapiens] >gi_4151829 {AF104429) 
uroporphyrinogen decarboxylase [Homo sapiens] >gi_4151831 
(AF104430) uroporphyrinogen decarboxylase [Homo sapiens] 
>gi_4151833 (AF104431) uroporphyrinogen decarboxylase [Homo 
sapiens] >gi_4151835 (AF104432) uroporphyrinogen 
decarboxylase [Homo sapiens] >gi_4151837 (AF104433) 
uroporphyrinogen decarboxylase [Homo sapiens] >gi_4151839 
(AF104434) uroporphyrinogen decarboxylase [Homo sapiens] 
>gi_4151841 {AF104435) uroporphyrinogen decarboxylase [Homo 
sapiens] >gi_4151843 (AF104436) uroporphyrinogen 
decarboxylase [Homo sapiens] >gi_4151845 (AF104437) 
uroporphyrinogen decarboxylase [Homo sapiens] >gi_4151847 
(AF104438) uroporphyrinogen decarboxylase [Homo sapiens] 
>gi__4151849 (AF104439) uroporphyrinogen decarboxylase [Homo 
sapiens] >gi_4151851 (AF104440) uroporphyrinogen 
decarboxylase [Homo sapiens] 

293365 

LIB3062-056-Q1-K1-D11 

BLASTN 

gl737211 

417 

O.Oe+OO 

417 

100 

Homo sapiens basic transcription factor 2 p44 {btf2p44) 
gene, partial cds, neuronal apoptosis inhibitory protein 
(naip) and survival motor neuron protein (smn) genes, 
complete cds 

293366 

LIB3062-056-Q1-K1-D9 

BLASTN 

g4503684 

96 

l.Oe-46 

100 

99 

Homo sapiens farnesyl diphosphate synthase {farnesyl 
pyrophosphate synthetase, dimethylallyltranstransf erase, 
geranyltranstransf erase) (FDPS) mRNA 

>gi_285964_dbj_D14697_HUMORF14 Human mRNA for KIAA0003 
gene, complete cds 



40928 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293367 

LIB3062-056-Q1-K1-E12 

BLASTX 

g2982114 

721 

l.Oe-76 

137 

93 

Crystal Structure Of Hxaman Recombinant Procathepsin B At 
3.2 Angstrom Resolution >gi_2 98214 4_pdb_2PBH_ Crystal 
Structure Of Human Procathepsin B At 3.3 Angstrom 
Resolution >gi_2982152_pdb_3PBH_ Refined Crystal Structure 
Of Human Procathepsin B At 2 . 5 Angstrom Resolution 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293368 

LIB3062-056-Q1-K1-F9 

BLASTX 

g4507645 

470 

3.0e-47 

117 

80 

triosephosphate isomerase 1 >gi_136060__sp_P00938_TPIS_HUMAN 

TRIOSEPHOSPHATE ISOMERASE (TIM) >gi_68420_pir ISCZTl 

triose-phosphate isomerase (EC 5.3.1.1) 1 - chimpanzee 

>gi_2144541_pir ISHUT triose-phosphate isomerase (EC 

5.3.1.1) - human >gi_37247_emb_CAA4 937 9___ (X69723) 
triosephosphate isomerase [Homo sapiens] >gi_176960 
{M57 94 6) triose-phosphate isomerase [Pan troglodytes] 
>gi_339841 (M10036) triosephosphate isomerase (EC 5.3.1.1) 
[Homo sapiens] >gi_1200507 (U47924) triosephosphate 
isomerase [Homo sapiens] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293369 

LIB3062-056-Q1-K1-G11 

BLASTX 

g4506179 

541 

l.Oe-55 

108 

97 

proteasome (prosome, macropain) subunit, alpha type, 1 
>gi_130848_sp__P25786_PRC2_HUMAN PROTEASOME COMPONENT C2 
(MACROPAIN SUBUNIT C2) (PROTEASOME NU CHAIN) 
(MULTICATALYTIC ENDOPEPTIDASE COMPLEX SUBUNIT C2) {30 KD 
PROSOMAL PROTEIN) (PROS-30) >gi_220022_dbj_BAA0065€__ 
(D00759) proteasome subunit C2 [Homo sapiens] 
>gi_296738_emb__CAA43961_ (X61969) macropaine subunit nu 
[Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



293370 

LIB3062-056-Q1-K1-H12 

BLASTN 

g4501864 

354 

O.Oe+00 
416 



40929 




% identity 




NCBI Description 


Homo sapiens Air cmrare xyase ^hl/Liij iuknh. 




>gi Zoyo4 eiUD Xd4ooU nbAiruiiJL n. sapiens rriKiNii ror 




iiiJr cinraue xydoe 


Seq. No, 


O O O O T 1 


beq, ID 


LjIOOUDZ UOD yi J\l n.j7 


Method 


BLAb i N 


NCBI GI 




BLAST score 


55 


E value 


4.0e-22 


Match length 


6i 


% identity 


10 


NCBI Description 


Homo sapiens cnromosome lb bAC clone ui i yes /bix— ooiiiiii 




complete sequence [Homo sapiens] 


Seq. No. 


o n o o 1 o 


C « ™ TVS 

Seq. ID 


iiiooUoz— uo /— yi— j\i— Az 


Method 


BLAb i A 


NCBI GI 


g4585976 


BLAST score 


341 


E value 


4 . Oe-iz 


Match length 


117 


% identity 


62 


NCBI Description 


tAUUUozb/j unKnown protein [AraDiaopsib ciid.±xciiicij 


Seq, No. 


O A O O T O 

293373 


Seq. ID 


LIBoOdz-uo /-Ql-Kl-Ay 


Method 


■DT TV C" fTTV 

BLASTX 


NCBI GI 


g3337361 


BLAST score 


255 


E value 


5. Oe-22 


Match length 


67 


% identity 


69 


NCBI Description 


(ACUU44ol) anKyrin— iiKe procem [AraDiaopsis Lnaiiarici 


Seq. No- 


293374 


Seq. ID 


LlBoUo^-UO /— yi-Jxl-BZ 


Method 


T3T TV CyV 

BJjAb i A 


NCBI GI 


gl514530 


BLAST score 


292 


E value 


A A _ A /" 

2 . Oe-26 


Match length 


110 


% identity 


25 


NCBI Description 


(X97187) ABC-C transporter [Homo sapiens] 


Seq. No. 


293375 


Seq. ID 


T xTiOA^o ACT v\ r^a 
LIBoUdz-Ud /-yi-i\l-UD 


Method 


BLASTN 


NCBI GI 


g3982617 


BLAST score 


ICQ 

loo 


E value 


l.Oe-80 


Match length 


388 


% identity 


96 


NCBI Description 


Zea mays disease resistance gene analog PIC13 {picl3) 




partial cds 



40930 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293376 

LIB3062-057-Q1-K1-E11 

BLASTX 

gl903364 

156 

2.0e-10 

54 
57 

{AC000104) EST gb_T45093 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293377 

LIB3062-057-Q1-K1-F5 

BLASTX 

g4325345 

181 

2.0e-13 

68 

18 

(AF128393) similar to thioredoxin-like proteins (Pfam: 
PF00085, Score=42.9, E=l,4e-ll, N=l) ; contains similarity 
to dihydroorotases (Pfam: PF00744, Score=154.9, E=1.4e-42, 
N=l) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



293378 

LIB3062-057-Q1-K1-G7 

BLASTX 

gl32147 

275 

3.0e-31 

117 

62 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

{RUBISCO SMALL SUBUNIT) >gi_68089_pir RKZMS 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - maize >gi_22474_emb_CAA29784_ (X06535) 
ribulose-l,5-bisphosphate carboxylase (RuBPC) precursor 
[2ea mays] >gi_217964_dbj_BAA00120_ (D0017D) ribuiose 
1, 5-bisphosphate carboxylase small subunit [Zea mays] 

>gi_359512__prf 1312317A ribulosebisphosphate carboxylase 

[Zea mays] 

293379 

LIB3062-057-Q1-K1-H6 

BLASTX 

g3135543 

452 

3.0e-45 

108 

83 

(AF062393) aquaporin [Oryza sativa] 
293380 

LIB3062-058-Q1-K1-B9 

BLASTX 

gl352200 

226 



40931 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-18 

87 
54 

CHLOROPLAST TRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR (CTPT) 
>gi_480909_pir S37497 triose 

phosphate/3-phosphoglycerate/phosphate translocator - maize 
>gi_405635_einb_CAA81349_ (Z26595) triose 
phosphate/phosphate translocator [Zea mays] 

293381 

LIB3062-058-Q1-K1-C2 

BLASTX 

gll9928 

216 

8.0e-18 

76 

63 

FERREDOXIN I PRECURSOR (FD I) >gi_168469 (M73829) 
ferredoxin [Zea mays] >gi__168471 (M73830) ferredoxin [Zea 

mays] >gi_444 685_prf 1907324B ferredoxin : ISOTYPE-I [Zea 

mays] 



293382 

LIB3062-058-Q1-K1-F12 
BLASTX 
gl706260 
191 

l.Oe-14 
84 
49 

CYSTEINE PROTEINASE 1 
cysteine proteinase 1 
>gi__64 359 7_db j _BAAO 8244 
mays] 



PRECURSOR >gi_2118131_pir S59597 

precursor - maize 

(D45402) cysteine proteinase [Zea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293383 

LIB3062-058-Q1-K1-F6 

BLASTX 

g3850568 

531 

2.0e-54 

124 

79 

(AC005278) Similar to hypothetical protein SPAC2F7.14c 
gi_1052797 from Schizosaccharomyces pombe cosmid gb_Z50142, 
[Arabidopsis thaliana] 

293384 

LIB3062-059-Q1-K1-B7 

BLASTX 

g4467147 

588 

5.0e-61 

140 

83 

(AL035540) putative protein [Arabidopsis thaliana] 



40932 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293385 

LIB3062-059-Q1-K1-C5 

BLASTX 

g4115925 

233 

5.0e-27 

102 

67 

{AF118222) contains similarity to RNA recognition motifs 
{Pfam: PF00076, Score-5 . 5e-23, N=2) [Arabidopsis thaliana] 

(AL04 9523) RNA-binding protein 





>gi 4539439 emb CAB40027.1__ 




[Arabidopsis thaliana] 


Seq. No. 


293386 


Seq. ID 


LIB30 62-05 9-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


gooi4 j^U 


BLAST score 


225 


E value 


4.0e-19 


Match length 


69 


% identity 


67 


NCBI Description 


4 OS RIBOSOMAL PROTEIN SA {P4 




ribosome-associated protein 


Seq. No. 


293387 


Seq. ID 


LIB30 62-05 9-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g3551245 


BLAST score 


184 


E value 


5.0e-14 


Match length 


82 


% identity 


51 


NCBI Description 


(AB012702) P40-like protein 


Seq. No. 


293388 


Seq. ID 


LIB3062-059-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g548770 


BLAST score 


214 


E value 


2,0e-26 


Match length 


88 


% identity 


73 


NCBI Description 


60S RIBOSOMAL PROTEIN L3 >gi 




protein L3 - rice >gi 303853 




ribosomal protein L3 [Oryza 


Seq. No. 


293389 


Seq. ID 


LIB3066-001-Q1-K1-A10 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


6.0e-ll 


Match length 


48 


% identity 


67 


NCBI Description 


Xenopus laevis cDNA clone 27. 


Seq. No. 


293390 



>gi_2444420 (AF020553) 



_481228_pir S38359 ribosomal 

]dbj_BAA02155__ (D12630) 



40933 



oeq, LU 


T TR'^fii^fi-nni -ni -ki -rs 

XjiDOVJOv/ UUX Si-"- 


Method 


TDT 7\ O TV 
DijAbi A 




gi / u o 1 y 1 


BLAST score 


263 


E value 


6.0e-23 


MatCii lenguii 


IOC 


^ Identity 


A O 


NCBI Description 


nhjAUbiij CAKKIiIjK JrKUiiijiiN iijijAd -^gi 4o/jiy ^Liuoiooj nexus 






Seq. No. 




beq. lU 


LiltS^UOD UUJ. r\.X L.'XU 


Method 


rSXiAb i A 


NCBI GI 


g3337361 


BLAST score 


523 


E value 


z . ue 0-3 


Match length 




-5 Identity 


1 f 


NCBI Description 


^i\v^uu44oX; anKynn xiite pxrouein L-f^J-^X'^^-'-^P'^-'-^ uiia.j_-Lctiia. 


beq. JNo . 




oeq* lu 


XiXoOUOO UUX V^X IVX L'J? 


Metnoa 


TUT 7i CTiM 


NCBI GI 


g293901 


BLAST score 


58 


E value 


D . Ue-z4 


Match length 


1 4 


% identity 




NCBI Description 


^ea mays ^ea inx gene^ coiripxete cas 


Seq. No* 


O A O O ri "D 


beq. ID 


T Tn'5ri tf;^_nno— m — i^i —txa 
IjIdJU 00 uuz~fjx— J\x— rs^ 


Method 


1~l T TV ^"1 m HT 

BLAST N 


NCBI GI 


g3885491 


BLAST score 


218 


E value 


1 . ue-iiy 


Match length 


316 


% identity 




NCBI Description 


Ziea uiays uapetuin spscixxc pxoi_Gxii iuj\iNri/ uuiiipxcL-t: otxo 


Seq. No. 


0 el's Q /I 

Z35o3^ 


beq. ID 


XjXJdoUdO UUZ vX JxX DO 


Method 


oXiiiO i A 


NCBI GI 


g639722 


BLAST score 


237 


E value 


4 . Ue-zU 


Match length 


56 


% identity 




NCBI Description 


{L27484) calcium-dependent protein kinase [Zea mays] 


Seq. No. 


0 rt 0 0 n c 

293395 


Tn 

oeq. XJJ 


XiXDOUDO uvj^ S^x rvx 0/ 


Method 


BLASTX 


NCBI GI 


g4454051 


BLAST score 


326 


E value 


2.0e-30 


Match length 


127 



40934 



% identity 

NCBI Description 



49 

(AL035394) putative polygalacturonase [Arabidopsis 
thaliana] 



Seq. No, 


293396 


Seq. ID 




Method 




NCBI GI 


gJozl / oU 


niiAb 1 score 




E value 


y . ue-ii 


Matcn lengtn 




% identity 


1 nn 


NCBI Description 


Xenopus laevis cDNA clone 27A6""1 


Seq, No. 


293397 


Seq, ID 




Method 


OT 7\ OTiV 
DljAbi A 


NCBI GI 


giozU J / 1 


bijAbi score 


1 / Z 


E value 


o . ue-iz 


Match lengtn 


DO 


-s Identity 




NCBI Description 


(Y08782) peroxidase ATP23a [Arabidopsis thaliana. 


Seq. No. 


293398 


Seq. ID 


LIB30oo-UUz-Ql-Kl-D / 


Method 


BLASTX 


NCBI GI 


g3264767 


BLAST score 


1 / y 


E value 


2 . Oe-13 


Match length 


44 


-6 Identity 


/ O 


NCBI Description 


(ArU/loyj} ArZ aoiiiain conT-aining prouem trxrunuo 


Seq. No. 


293399 


Seq. ID 


LIBouoo-UUz-Ql-Kl-E^ 


Method 


BLASTN 


NCBI GI 


g382178u 


BLAST score 


36 


E value 


1 . Oe-10 


Match length 


36 


% identity 


T A A 
lUU 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


293400 


Seq. ID 


LIB3066-002-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


gl351856 


BLAST score 


535 


E value 


8.0e-55 


Match length 


134 


% identity 


74 


NCBI Description 


ACONITATE HYDRATASE, CYTOPLASMIC (CITRATE HYDRO- 



( ACON I T AS E) >gi_86800 3_db j _BAA0 6 1 0 8 _ 
[Cucurbita sp.] 



(D29629) aconitase 



Seq. No. 



293401 



40935 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3066-002-Q1-K1-E6 

BLASTX 

g2344890 

221 

5.0e-18 

78 

55 

(AC002388) TINY transcription factor isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



293402 

LIB3066-002-Q1-K1-F3 

BLASTN 

g532622 



BLAST score 


82 


E value 


3.0e-38 


Match length 


224 


% identity 


89 


NCBI Description 


Zea mays lipase (LIP) iriRNA, complete cds 


Seq. No. 


293403 


Seq. ID 


LIB3066-002-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g4587513 


BLAST score 


394 


E value 


3.0e-38 


Match length 


136 


% identity 


57 


NCBI Description 


{AC007060) Contains eukaryotic protein kinase domain 




PF 00069. [Arabidopsis thaliana] 


Seq. No. 


293404 


Seq. ID 


LIB3066-003-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g3236249 


BLAST score 


241 


E value 


2.0e-20 


Match length 


54 


% identity 


78 


NCBI Description 


(AC004 684) hypothetical protein [Arabidopsis thaliana 


Seq. No, 


293405 


Seq. ID 


LIB3066-003-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


gl502430 


BLAST score 


250 


E value 


8.0e-22 


Match length 


62 


% identity 


74 


NCBI Description 


{U62331) phosphate transporter [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



>gi_2564661 (AF022872) phosphate transporter [Arabidopsis 
thaliana] >gi_38 69206_dbj_BAA34 398_ (AB016166) Phosphate 
Transporter 4 [Arabidopsis thaliana] >gi_3928081 (AC005770) 
phosphate transporter, AtPT2 [Arabidopsis thaliana] 

293406 

LIB3066-003-Q1-K1-A8 



40936 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl666078 

34 

2.0e-09 

50 

92 

H.vulgare mRNA for glutamyl-tRNA reductase (2nd isoform) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293407 

LIB3066-003-Q1-K1-B2 

BLASTX 

g3335060 

504 

3.0e-51 

127 

80 

{AF025842] 
thaliana] 



plasma membrane -type calciiam ATPase 
>gi 4468989_emb_CAB38303_ (AL035605) 



[Arabidopsis 
plasma 



membrane-type calcium ATPase (ACA2) [Arabidopsis thaliana] 



Seq. No. 


293408 


Seq. ID 


LIB3066-003-Q1-K1-B9 


Method 


BLASTN 


NCBI GI 


g22136 


BLAST score 


45 


E value 


3.0e-16 


Match length 


49 


% identity 


98 


NCBI Description 


Maize Adh2-N mRNA for alcohol dehydrogenase 


Seq. No. 


293409 


Seq. ID 


LIB3066-003-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g4585966 


BLAST score 


146 


E value 


3.0e-09 


Match length 


51 


% identity 


57 


NCBI Description 


(AC005287) Putative dihyrdolipoamide acetyltransf erase 




[Arabidopsis thaliana] 


Seq. No. 


293410 


Seq. ID 


LIB3066-003-Q1-K1-D5 


Method 


BLASTN 


NCBI GI 


g248336 


BLAST score 


45 


E value 


4.0e-16 


Match length 


53 


% identity 


98 


NCBI Description 


polyubiquitin [maize. Genomic, 3841 nt] 


Seq. No. 


293411 


Seq. ID 


LIB3066-003-Q1-K1-E4 


Method 


BLASTN 


NCBI GI 


gl532072 


BLAST score 


37 


E value 


2.0e-ll 



40937 



Match length 65 
% identity 89 

NCBI Description Z.mays mRNA for S-adenosylmethionine decarboxylase 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293412 

LIB3066-004-Q1-K1-A7 

BLASTX 

g322854 

246 

6.0e-21 

98 

53 

pollen-specific protein - rice >gi_20310_emb_CAA788 97_ 
(Z16402) pollen specific gene [Oryza sativa] 



Seq. No. 


293413 


Seq. ID 


LIB3066-004-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g3928519 


BLAST score 


254 


E value 


7.0e-22 


Match length 


122 


% identity 


48 


NCBI Description 


(AB011670) wpk4 protein kinase [Triticiam 


Seq. No. 


293414 


Seq. ID 


LIB3066-004-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g2586082 


BLAST score 


415 


E value 


9,0e-41 


Match length 


139 


% identity 


63 


NCBI Description 


(U72725) retrofit [Oryza longistammata] 


Seq. No, 


293415 


Seq. ID 


LIB3066-004-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g481432 


BLAST score 


201 


E value 


9.0e-16 


Match length 


82 


% identity 


56 


NCBI Description 


allergen Phi pi - common timothy >gi_158 




allergen Phi p I [Phleuin pratense] 


Seq. No. 


293416 


Seq. ID 


LIB3066-004-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


gl705567 


BLAST score 


199 


E value 


2,0e-15 


Match length 


92 


% identity 


49 


NCBI Description 


CALMODULIN, FLAGELLAR (CAM-1) >gi_4 58232 




calmodulin [Naegleria gruberi] 



40938 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293417 

LIB3066-004-Q1-K1-F7 

BLASTX 

g2618691 

239 

2.0e-20 

108 

48 

(AC002510) putative chloroplast envelope Ca2-f-ATPase 
[Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293418 

LIB3066-004-Q1-K1-G10 

BLASTN 

g22458 

83 

6.0e-39 

187 
86 

Z.mays pollen specific mRNA C-terminal (clone 4H7) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293419 

LIB3066-004-Q1-K1-G3 

BLASTN 

g3821780 

36 

l.Oe-10 

48 

67 

Xenopus laevis cDNA clone 27A6-1 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293420 

LIB3066-004-Q1-K1-H5 

BLASTN 

g2062705 

36 

4.0e-ll 

46 

66 

Human butyrophilin {BTF5) itiRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293421 

LIB3066-004-Q1-K1-H7 

BLASTX 

g4531444 

242 

2.0e-20 

101 

48 

(AC006224) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



293422 

LIB3066-004-Q1-K1-H9 

BLASTN 

g2340107 

88 

9.0e-42 



40939 



iyiaucn ±BngT-n 


± X D 


n 4* T 4" t T 




nudX jjesciTipT-ion 








C \Ty-v 

be<5« NO. 






±jXI30UD0 \J\J-J -IaJ. 


ixie Lnou. 


JDXjrlO i A. 


NCBI GI 


g3335341 


BLAST score 


219 


E value 


Q Oca — 1 P 

• ue X 0 


Match length 


/ X 


% identity 


00 


iNL/OX uesc-LipLion 




oSq. INO . 




oecj. ±U 


±j±DJUOU UUO ^X IVJ. DX 


TVA^ Vi /^ 

ixie Lnou. 


OXltiO 1 Ak 


NCBI GI 


g4325339 


BLAST score 


390 


E value 


t5 • ue 00 


Match length 


1 HQ 

xuy 


% identity 


DO 


jNUox jjescnpuxon 


VrirXZOO^Zy iNvJ UcXXXlX L.XUI1 J — Llic J_vJU.liU. 


beg, NO. 




beg. xu 


XiXDOUOO UUO \lx ivX Jj / 


riei-noa. 


DXiriO i A. 




^ X X 0 X VJ ^ 


BLAST score 


245 


E value 


8.0e-21 


Match length 


56 


% identity 


86 


NCBI Description 


PEPTIDYL-PROLYL CIS-TRANS ISOMERASE 



'lASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 

>gi 829148_einh_CAA48638_ (X68678) cyclophilin [Zea mays] 



Seg. No. 


293426 


Seg. ID 


LIB3066-005 


Method 


BLASTX 


NCBI GI 


g4544438 


BLAST score 


188 


E value 


4,0e-14 


Match length 


146 


% identity 


36 


NCBI Description 


(AC006592) 


Seg, No. 


293427 


Seg. ID 


LIB3066-005 


Method 


BLASTX 


NCBI GI 


g2586127 


BLAST score 


197 


E value 


4.0e-15 


Match length 


155 


% identity 


36 



hypothetical protein [Arabidopsis thaliana] 
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NCBI Description 



(U89510) b-keto acyl reductase [Hordeum vulgare] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293428 

LIB3066-005-Q1-K1-E12 

BLASTX 

g4587519 

479 

3,0e-48 

122 

75 

(AC007060) Strong similarity to F19I3.7 gi_3033380 putative 
coatomer epsilon subunit from Arabidopsis thaliana BAG 
gb_AC004238. ESTs gb_Z17908, gb_AA728673, gb_N96555, 
gb_H76335, gb_AA712463, gb_W43247, gb_T45611, g 



Seq, No. 


293429 


Seq, ID 


LIB3066-005-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g2934902 


BLAST score 


488 


E value 


3,0e-49 


Match length 


138 


% identity 


75 


NCBI Description 


(AF039304) cpSecY [Zea mays] 


Seq. No. 


293430 


Seq. ID 


LIB3066-005-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3367593 


BLAST score 


295 


E value 


l.Oe-26 


Match length 


123 


% identity 


45 


NCBI Description 


(AL031135) putative protein 



[Arabidopsis thaliana] 
>gi_3805841_emb_CAA21461_ (AL031986) putative protein 
[Arabidopsis thaliana] 



Seq. No, 


293431 


Seq. ID 


LIB3066-005-Q1-K1-H5 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


l.Oe-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


293432 


Seq. ID 


LIB3066-006-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g2270994 


BLAST score 


276 


E value 


l.Oe-24 


Match length 


91 


% identity 


54 


NCBI Description 


(AF004809) Ca4-2-binding EF hand protein 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293433 

LIB3066-006-Q1-K1-C2 

BLASTX 

gl00489 

168 

7.0e-12 

115 

33 

transposase Tam3 - garden snapdragon transposon Tam3 
>gi_16064_einb_CAA38906_ (X55078) Tam3-transposase 
[Antirrhinum ma jus] >gi_3219237_dbj_BAA28817 . 1_ (AB013982) 
transposase [Antirrhinum majus] >gi_3219239_dbj_BAA28818 . 1 
(AB013983) transposase [Antirrhinum majus] 
>gi_3219241_dbj_BAA28819.1_ (AB013984) transposase 
[Antirrhinum majus] >gi_3219244_dbj_BAA28820 . 1_ {AB013986) 
transposase [Antirrhinum majus] >gi_321924 9_dbj_BAA28821 . 1 
(AB013990) transposase [Antirrhinum majus] 
>gi_3219251_dbj_BAA28822.1_ (AB013991) transposase 
[Antirrhinum majus] >gi_3219256_dbj_BAA28823 . 1_ (AB013995) 
transposase [Antirrhiniam majus] >gi_3219259_dbj_BAA28824 . 1 
{AB013997) transposase [Antirrhinum majus] 



Seq. No. 


293434 


Seq. ID 


LIB3066-006-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g2347195 


BLAST score 


170 


E value 


4.0e-12 


Match length 


64 


% identity 


53 


NCBI Description 


(AC002338) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


293435 


Seq. ID 


LIB3066-006-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g2270994 


BLAST score 


231 


E value 


3.0e-19 


Match length 


101 


% identity 


48 


NCBI Description 


{AF004809) Ca+2-binding EF hand protein [Glycine max] 


Seq. No. 


293436 


Seq. ID 


LIB3066-006-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g3063465 


BLAST score 


168 


E value 


7.0e-12 


Match length 


97 


% identity 


40 


NCBI Description 


(AC003981) F22013.27 [Arabidopsis thaliana] "^"^^ 


Seq. No. 


293437 


Seq. ID 


LIB3066-006-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g3805844 


BLAST score 


212 
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# 





D • 1 / 


Match length 


Q 1 
0 1 


% identity 


/I 


f*^ T3 T V\ A. ^ n ^ T ^\ ir\ 

iNUox uescnpi-ion 


^jf-iJjU J-L D J pUtdUlVc px, O LtS-LIl ]s.±iiciofc5 LriX ciJJ X Uvjpo X o UlidX 


Seq. No. 




oeq. Lu 




ixietiiuu. 




NCBI GI 


g2222798 


BLAST score 


316 


E value 


ft . ue ^ 


Match length 


Q7 


% identity 


CO 


\7 T5 ~V Y\ ^ O "K* T "J" T 

iN^^Di uescxrip uJLuii 


^XlfiUUOJ y XJDJJtrX cJL-LHi UXXVJ.a.ibC j_ 1 i X UXv^UilL cltJO UX V LLLLL J 


beq* NO. 






T TU'^flf^f^ — nn7-Dl -Tfl -P'^ 






NCBI GI 


g2702268 


BLAST score 


210 


E value 


X . ue X o 


Match length 


4 y 


^ laentity^ 


cS 4 


iNiLoi uescriptiion 


(Av^uujUoo; putative cexxuxase [/iraDiaopsis tnaxianaj 


Seq. No, 


zy J44U 


oeq. lu 


XiXiJjuoo uu / v^x J\x uy 




QT 7VCTV 


NCBI GI 


g4585708 


BLAST score 


201 


E value 


4 , ue— X / 


Match length 


O 1 


% identity 


75 


NCBI Description 


(AJ238117) putative phospholipase A2 [Oryza sativa] 


Seq. No. 


zyo44X 


beq. lu 


XiXJtiJUoo uu /— yx i\x— JJ4 




OXiriO X A, 


NCBI GI 


gll71161 


BLAST score 


537 


E value 


o . ue— DO 


Match length 


, XoU 


% Identity 


/J 


NuBi Description 


{U41472) pectate lyase homolog [Medicago sativa] 


Seq. No. 


293442 


beq. Lu 


XjXdJUdo — UU /— yx— i\X — £jX 


rietnoa 




NCBI GI 


g3426062 


BLAST score 


149 


E value 


1 . ue-uy 






% identity 


43 


NCBI Description 


(AJ007587) mono oxygenase [Arabidopsis thaliana] 


Seq. No. 


293443 


Seq, ID 


LIB3066-007-Q1-K1-E8 



40943 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g3687391 

418 

4.0e-41 

134 

61 

{Y16125) 



putative phosphate transporter [Lycopersicon 



esculentum] 
293444 

LIB3066-007-Q1-K1-F11 

BLASTN 

g3821780 

36 

9.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
293445 

LIB3066-007-Q1-K1-F5 

BLASTX 

g2708741 

145 

3.0e-09 

92 

40 

{AC003952) hypothetical protein [Arabidopsis thaliana] 
293446 

LIB3066-007-Q1-K1-H12 

BLASTX 

g639722 

417 

4.0e-41 

105 

74 

(L27484) calcium-dependent protein kinase [Zea mays] 
293447 

LIB3066-008-Q1-K1-A2 

BLASTX 

g2911148 

146 

2.0e-09 

32 
84 

{AB005808) NADP-malic enzyme [Aloe arborescens] 
293448 

LIB3066-008-Q1-K1-B12 

BLASTX 

g4415915 

149 

8.0e-10 

94 

36 
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NCBI Description 



(AC006282) 
thaliana] 



putative pectin methylesterase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293449 

LIB3066-008-Q1-K1-C11 

BLASTX 

g2618689 

396 

2,0e-38 

138 

65 

(AC002510) unknown protein [Arabidopsis thaliana] 
293450 

LIB3066-008-Q1-K1-C5 

BLASTX 

g4510348 

229 

6,0e-19 

107 

46 

(AC006921) unknown protein [Arabidopsis thaliana] 
293451 

LIB3066-008-Q1-K1-D7 

BLASTN 

g3821780 

36 

8,0e-ll 

48 

67 

Xenopus laevis cDNA clone 27A6-1 
293452 

LIB3066-008-Q1-K1-D8 

BLASTX 

g4587513 

358 

3.0e-34 

97 

69 

(AC007060) Contains eukaryotic protein kinase domain 
PF_00069. [Arabidopsis thaliana] 

293453 

LIB3066-008-Q1-K1-E7 

BLASTX 

gll71866 

247 

2.0e-21 

73 

64 

NADH-UBIQUINONE OXIDOREDUCTASE 20 KD SUBUNIT PRECURSOR 

(COMPLEX I-20KD) (CI-20KD) >gi_62 9601_pir S48826 NADH 

dehydrogenase (ubiquinone) (EC 1,6.5.3) chain PSST - wild 
cabbage >gi_562282_emb_CAA57725_ (X82274) PSST subunit of 
NADH: ubiquinone oxidoreductase [Brassica oleracea] 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293454 

LIB3066-008-Q1-K1-E9 

BLASTX 

g3252805 

207 

2.0e-16 

69 

57 

(AC004705) hypothetical protein [Arabidopsis thaliana] 
>gi_3650027 (AC005396) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293455 

LIB3066-008-Q1-K1-F1 

BLASTX 

g3367522 

175 

l.Oe-12 

55 

64 

(AC004392) EST gb_T04691 comes from this gene, 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293456 

LIB3066-008-Q1-K1-F11 

BLASTX 

g2995384 

203 

3.0e-16 

67 

61 

(AJ004810) cytochrome P450 monooxygenase [Zea mays] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293457 

LIB3066-008-Q1-K1-F5 

BLASTN 

gl498596 

56 

8.0e-23 

96 

90 

Zea mays phospholipid transfer protein mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293458 

LIB3066-008-Q1-K1-F6 

BLASTX 

g2829871 

193 

l.Oe-14 

84 

52 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



293459 

LIB3066-008-Q1-K1-F7 
BLASTX 
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NCBI GI 


gl498597 


BLAST score 


291 


E value 


Z , VB—Z 0 


Mat cn lengtn 




% identity 


64 


NCBI Description 


(Uooiuo; pnospnoiipiu rransier prorem ilqb. luaysj 


Seq. No. 


293460 


o^/~r T n 
becj. ±u 


LiIdoUoo UUo yi Jxl nz 


Method 


Tax S CTV 


NCBI GI 


g2832632 


BLAST score 


174 


E value 


1 . Ue-lz 


Match length 


/ 7 


% identity 


49 


NCBI Description 


(ALUZi/ii} nyporneticax procem [Araoiaopsis unaiianaj 


Seq. No. 


293461 


Seq. ID 


LIBJUDD-L)(jy-Ql-Kl-A2 


Metnoa 


oLAbiX 


NCBI GI 


g2598589 


BLAST score 


240 


E value 


J . Ue-zU 


Match length 


130 


% identity 


41 


NCBI Description 


(xloob/j MtNiy [Meaicago truncatuiaj 


Seq. No. 


293462 


Seq. ID 


LIB3066-009-Q1-K1-B2 


Method 


oLAbiX 


NCBI GI 


g2244785 


BLAST score 


195 


E value 


4 . Oe-15 


Match length 


109 


% identity 


42 


NCBI Description 


(Zy/JJo) nypotnetical protein LAraoiaopsis tnaiianaj 


Seq. No. 


293463 


Seq. ID 


LIB30do-009-Q1-K1-Bo 


Metnoa 


bltAblA 


NCBI GI 


g2500980 


BLAST score 


on/" 
ZUO 


E value 


o n « on 
3 . Ue-3U 


Match length 


95 


% identity 


79 


NCBI Description 


GLUTAMYL-TRNA SYNTHETASE (GLUTAMATE--TRNA LlbADiL} (CjLUKb 




>gi 1076718 pir S51684 glutamate — tRNA ligase (EC 




6.1,1.17) precursor - barley >gi_603849_einb_CAA58505_ 




(XoJozJ) glutamate — tRNA ligase [Horaeum vuigarej 


Seq. No. 


293464 


beq. iJJ 


iiiBjuoD-uuy-yi-j\x-u4 


Method 


BLASTX 


NCBI GI 


g22422 


BLAST score 


148 


E value 


2.0e-09 


Match length 


60 
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% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53 

(X57743) polygalacturonase [Zea mays] 
293465 

LIB3066-009-Q1-K1-E4 

BLASTN 

gl532072 

63 

6.0e-27 

131 

87 

Z.mays itiRNA for S-adenosylmethionine decarboxylase 
293466 

LIB3066-009-Q1-K1-F10 

BLASTX 

g2444176 

550 

l.Oe-56 

141 

73 

(U94782) unconventional myosin [Helianthus annuus] 
293467 

LIB3066-009-Q1-K1-F2 

BLASTX 

g4586038 

292 

l.Oe-26 

91 

60 

(AC007109) putative heat shock protein [Arabidopsis 
thaliana] 

293468 

LIB3066-009-Q1-K1-G11 

BLASTN 

g600117 

78 

8.0e-36 

181 

92 

Z.mays (B73) gene for extensin-like protein 
293469 

LIB3066-009-Q1-K1-G5 

BLASTX 

g2494151 

171 

4.0e-12 
50 
■ 64 

DNAJ PROTEIN >gi_2119734_pir JC4739 chaperonin dnaJ 

Bacillus stearothermophilus >gi_15 684 75_emb_CAA6224 0_ 
(X90709) dnaJ [Bacillus stearothermophilus] 



Seq. No. 



293470 
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oeq. xu 


T TR'^n^if^— ni 0— ni — pti — 

XiXiDOUDD UXU^X r\.X JjO 






NCBI GI 


g3821780 


BLAST score 


36 


Hj va±ue 


0 * ue XX 


Matcn xenguii 




% identity 


1 nn 
lUU 


LNL-oX uescj_ ipuion 


Aenopus xaevxs cuiNii cxone z//id x 


beq. DJO . 


zyo4 / X 


DcCj^* XL* 


T TPf^Oi^f^-ni 0-01 —Kl —PI 1 
XjXDOUuO UXU yX t\X ^v^XX 


L^IcI-IiOU. 


IjXLn.o 1 A. 


NCBI GI 


g3608479 


BLAST score 


246 


E value 


f. Ho- 91 

o • ue z X 


Match lencfth 


DO 


% identity 


/ X 


iNv^ox uescrxpi,xon 


^ilJ; U 0 0 3 X Z ; rXDOSOIUaX pxOCSXn XiXO Lrreuunxa. 


Seq. No* 




oeq. xu 


T TR'^n f^f^— fii fi- ni — T^i — n9 

XiXojUDD UXU 'i^X LS.X lJZ 


1X1^5 X-IIOQ. 


■RT aQTM 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


X • ue xu 


Ma t cn 1 engtn 


3o 


^ Identity 


lUU 


NCBI Description 


Xenopus laevxs cDNA clone z /Ao-1 


Seq. No. 


zyo4 / O 


beq. xjj 


XiX D J U o D — U X U — y X — rvX — ilj X u 


LYieT-nOCL 


RT aQT^V 




g4 X D / ox 


JDXiriol SCOJ-S 




E value 


zf m ue ox 


riax-cn xenyi.n 




% identity 


98 


NCBI Description 


POLLEN SPECIFIC. PROTEIN C13 PRECURSOR >gi_ 




18 . 3K protein precursor, pollen — luaize 




>gi zoDoby DOS ixoo// (o44x/ij pollen spec 




mays— corn, Peptide, 170 aa] [Zea mays] 




->gi lotsoDDy prr zzuyz/o/\ Ztmio tZiea maysj 


Seq. No. 


2yo474 


beq. xu 


lilBoUbb-UlU— Ul-Kl-ho 


LYieTznoa 


RT SQTV 
oliiiO iA 


NOBl bx 


«T T O O O O O 
gl /ZOO-iiO 


t5XjB.bJL score 


Oo D 


E value 


X . ue— o / 


Match length 


94 


% identity 


74 


IN^JjX JJcoOX Xp L XtJii 


HYPHTRFTTPAT A KTl PROTFTM YCWOA ^nRF4R7 

i\± CsJ 1 nHj 1 XV^riXi ^ *i . *± jaU It rS-VJ IHjXLN IV^Ti.'i ^ Wi\r r± O / 




>gi 2147530 pir S73161 hypothetical prote 




purpurea chloroplast >gi_1276706 (U38804) 




chioroplast ORF 24, [Porphyra purpurea] 


Seq. No. 


293475 



hypothetical 
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# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3066-010-Q1-K1-F8 

BLASTN 

g22421 

52 

l.Oe-20 

140 
84 

Z.mays mRNA for polygalacturonase (clone PG3) 
293476 

LIB3066-010-Q1-K1-H11 

BLASTX 

gl769897 

152 

4.0e-10 

109 
32 

(YOSOIO) lectin receptor kinase [Arabidopsis thaliana] 
293477 

LIB3066-010-Q1-K1-H6 

BLASTX 

g2231702 

298 

4.0e-27 

79 

68 

{U92086) clathrin assembly protein AP19 homolog 
[Arabidopsis thaliana] >gi_3080409_emb_CAA18728 . 1_ 
{AL022604) clathrin assembly protein AP19 homolog 
[Arabidopsis thaliana] 

293478 

LIB3066-011-Q1-K1-B7 

BLASTX 

g3869190 

216 

l.Oe-17 

69 

58 

(AB005746) inorganic phosphate transporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293479 

LIB3066-011 

BLASTX 

g2398679 

528 

6,0e-54 

130 

80 

(Y14797) 
synthase 



"Q1-K1-D6 



3-deoxy-D-arabino-heptulosonate 7 -phosphate 
[Morinda citrifolia] 



Seq. No. 
Seq. ID 
Method 



293480 

LIB3066-011-Q1-K1-E6 
BLASTX 
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# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll2994 
424 

9.0e-42 

86 

98 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir SO 4536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb__CAA31077__ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091__prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293481 

LIB3066-011-Q1-K1-F1 

BLASTX 

g464470 

231 

4.0e-40 

91 

93 

PROFILIN 3 >gi_422033_pir S357 98 profilin 

>gi_313142_emb_CAA51720_ (X73281) profilin 



- maize 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293482 

LIB3066-011-Q1-K1-F2 

BLASTX 

g3395938 

171 

3.0e-12 

56 

66 

{AF076924) polypyrimidine tract-binding protein homolog 
[Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293483 

LIB3066-011-Q1-K1-G4 

BLASTN 

gll85553 

38 

2.0e-12 

43 

53 

Zea mays glyceraldehyde-3-phosphate dehydrogenase 
gene, complete cds 



{gpc2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293484 

LIB3066-011-Q1-K1-G7 

BLASTN 

g602605 

48 

7.0e-18 

92 

88 

Zea mays tandem genes for alphal-tubulin and alpha2-tubulin 



Seq. No. 
Seq. ID 



293485 

LIB3066-012-Q1-K1-A8 



40951 



Mp1~ Vior3 


BLASTX 


NCBI GI 


g4204258 


BLAST score 


162 


£i V CI X Lie 




fid Uv^ii xtiriKj cii 










fAr00S?23^ 14409 TArabidonsis thalianal 




9Q'^4ft 

Z. ^ O r± O D 


C \J ■ X i_/ 


T.TR^Ofifi-OI 2-01 -Kl-n 


Mp'hhioH 


RTiASTX 


NCBI GI 


gl304270 


BLAST score 


145 


Hi V CI. J- L-tc; 


4 Op-09 


LJ.ClL.Oil XCii^ Uii 


X u ^ 


^ XU.eiiL±U,y 


O ft 




^U*iOxOj7j pxdolUa IlLcllLUx diitr rlT^ i-i.iiraot; L^jUoL^rxa. IlLa.xXil<iJ 


oeCJ. INO . 




Corr Tn 


JjxOOUl/D UXi. vX iVx 


lyieunoa 




In D X yjx 




BLAST score 


330 


E value 


8.0e-31 






^ iQeni,ii,y 


ox 


NCBI Description 


\,riUUU04Xoj putauive xz oxopnyuOQienoaii.e xU/Xx-~recLUciiase 




[fix CtiJXVJ.VjpoXo L-ilCLXXdiiCl J 


O TCf n 

becj. iNo. 






ijxdouoo u x^ vx rvx jjx x 


I'lC Uiitt^vJ. 


Oi-triLO ± z\ 


NCBI GI 


a3108053 


BLAST score 


147 


E value 


2.0e-10 


i\lcil-Oil x^iiv^ Lii 


ftO 
o u 


^ XLlciii L-L Ly 


^ D 


LNL/i3± jjescnpcxon 


^H.ru3DjZD; luyo inosxTiox x pnospnane synunase/ xln^^x [ijea 




mays ] 


oecj. iNO. 






XiXiSOUOD U XZ yX rvX nZ 






MfOT (IT 


rf4 904 '^1 -3 


BLAST score 


234 


E value 


l.Oe-19 


Irlci UL'il X^iiy L.ii 


1 0^ 
X u o 


^ XUtrliLiLy 


O X 


i\or5X uescripcion 


i/iuuu jUZ / ) xcx pri, seq lno Qexxnxt,ion xine rouna 




[Arabidopsis thaliana] 


beq. NO. 




Seq. ID 


LIB3066-012-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g548493 


BLAST score 


168 


E value 


6.0e-12 



40952 



II 



Match length 

% identity 

NCBI Description 



71 
54 

EXOPOLYGALACTURONASE PRECURSOR (EXOPG) (PECTINASE) 
(GALACTURAN 1, 4 -ALPHA- GALACTURON IDAS E) 

>gi_629854_pir S30067 polygalacturonase - maize 

>gi_288612_einb_CAA47052_ (X66422) polygalacturonase [Zea 
mays] 



beg, NO. 




Seq. ID 


LIBJuDD-ul^-yi-Kl-Hy 


Method 


BLASTX 




g4 oollou 


Dij/io i score 




E value 


o . ue— 11 


Match length 


56 


% identity 


61 


NCBI Description 


(Auuuoyiy) nypocneLicai pre 


Seq. No. 


293492 


Seq. ID 


LIBoOdo-01o-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g3831443 


BLAST score 


14 y 


E value 


1. Oe-09 


Match length 


64 


% identity 


45 


NCBI Description 


(AC005819) putative auxin-i 




thaliana] 


Seq. No. 


zyo4 yj 


Seq. ID 


LIB3066-013-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g4zloyyl 


bLAbi score 


Q A 


lij va±ue 


X . ue o y 


Match length 


137 


% identity 


61 


NCBI Description 


(AF098632) subtilisin-like 


Seq. No. 


293494 


Seq. ID 


LIB3066-013-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g3355487 


BLAST score 


154 


E value 


3.0e-10 


Match length 


89 


% identity 


37 


NCBI Description 


(AC004218) unknown protein 



[Arabidopsis thaliana] 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



293495 

LIB3066-013-Q1-K1-E7 

BLASTN 

g22458 

126 

l.Oe-64 

233 
88 



40953 



# 



NCBI Description Z.mays pollen specific mRNA C- terminal (clone 4H7) 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



293496 

LIB3066-013-Q1-K1-F2 

BLASTN 

g22458 

168 

l.Oe-89 

248 
93 

Z.mays pollen specific mRNA C-terminal 



(clone 4H7) 



293497 

LIB3066-013-Q1-K1-F7 

BLASTX 

g2262105 

172 

2.0e-12 

84 

36 

(AC002343) unknown protein [Arabidopsis thaliana] 
293498 

LIB3066-013-Q1-K1-H8 

BLASTX 

g3341697 

276 

2.0e-24 

110 

54 

(AC003672) hypothetical protein [Arabidopsis thaliana] 



293499 

LIB3066-014-Q1-K1-A6 

BLASTX 

g2245066 

302 

2.0e-27 

145 

46 

(Z97342) Beta-Amylase 



[Arabidopsis thaliana] 



293500 

LIB3066-014-Q1-K1-A7 

BLASTX 

g729944 

343 

2.0e-32 

74 

86 

POLLEN ALLERGEN ZEA M 1 (ZEA M I) >gi_478272__pir JC1524 

major allergen ml protein - maize >gi_293902 (L14271) Zea 
ml [Zea mays] 

293501 

LIB3066-014-Q1-K1-C7 
BLASTX 



40954 







BLAST score 


143 


E value 


3.0e-09 




A R 


"6 ia.en,x,XL.y 


o o 


iNwi5± uescixp Lion 


\XXX^\jO} eiitivj X / ft JJo L-ci u y X Uv^diiciot? i^Xiyotj 




Co V-'U.Xcrii L. UILIJ 


o e q , IN o - 






JjXDOUUU UXI 


l ie C IIwVjL 




NCBI GI 


g3821780 


BLAST score 


36 


JUj VaXUe 


X • uc xu 




J D 


% identity 


xuu 


\I n T ^ o "K* n 4" n 

lnl-dx ueoC-xript ion 


A,^nvjpu.o XdtivXo l—ULNri OXOim <i /riO X 


beq. NO. 




Oar! TT) 


T TR^n^f^-ni d~n^ -ki -fi i 

XiXOOUuU UX*± V-L i-J-L-L 




IDXirlO 1 A. 


NCBI GI 


gl34598 


BLAST score 


452 


E value 




LYia T-.cn xeng cn 


xu X 


% identity 


O O 


NCBI Description 


oUJriltKUAXIJllj UXorlUirioIlj 4ii.ir ^L-U i»iN; 


Seq. No. 


o o O c n yt 


oeq. lu 


T Tn'^n^;*;^— m a— rii — tti — t?"^ 
XiXdouod u X4~yx rvX"*iij^ 






NCBI GI 


gl061305 


BLAST score 


68 


E value 


0 • ue ou 


rdancn lengiin 


Iff 


? luenrity 


0 ft 


LNODi uebcrxptxon 


7 maTT-o *nr\-FO mTJ'NTTi 

ii.inayb jjoiz iiiiAiNri 


beq. No. 


O Q o c n c 


oeq. xu 


XiXdoUDD UX^ y X fvX ilii? 


Mot* Vi 


OXtriO JL A. 




^ \J KJ \J 


BLAST score 


527 


E value 


7.0e-54 


Match length 


136 


% identity 


68 


NCBI Description 


(AC005313) axi 1-like protein [Arabidops 



>gi_4335769_gb_AAD17446_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



293506 

LIB3066-014-Q1-K1-F10 

BLASTX 

gl899188 

484 

8.0e-49 
130 



40955 






o / 


NCRT Ofisr'r 1 "dI" 1 nn 

^ Imi/^^ L,? X. _L ^ X 














BLASTX 


NCBI GI 


g226683 


BLAST score 


754 




9 Do-fin 




1 A Q 
X^ ^ 








oVi 0'f~oci7a"i~ OTTi TT ^'^I^F^ r^v*o't~a"lr> T r^y*\T'7 ^ ea"l~TTT3"l 

^xivj LUoy o LciLL XX 'i o i\u pxotcxri |_UI.yZa. sa.T^xvaj 


O « LN • 




Seq. ID 


XlX±J.J\JUU *J X 1 ^X tVX 0-7 




BLASTX 


NCBI GI 




BLAST score 


333 


E value 


3.0e-31 




DO 


Sr T /HoTi'H 1 'i~\7 




iNv>j3X usscxipT-ion 


(AF038585) pyruvate dehydrogenase kinase isoforrri 1; PDKl 




|_iiea. luays J 




z y JO u y 




XiXDJUOO U XO y X JaX iiO 




RT.A'^TN 
ijXj.tt.o 1 In 




y ft x^ u uf± o 


BLAST score 


44 


E value 


2.0e-15 




ft 9 
oz 


^ iQeriX-iX-y 


oo 


ncdx uescripTiion 


2ea mays cosmid II.2E10 22-kDa alpha zein gene cluster. 




OCJilipXcLc ocyuciics 


oecj. INC. 


o Q o n 1 n 

z yooxu 


o c;^^ • J-Lf 


Xixoouou uxo yx r\.x jJo 




OXLn.O X /V 


NPRT GT 


rrl ^4 ^^ft7 

yX<jriO^O / 


BLAST «?rnrp 


458 


E value 


9.0e-4 6 


Match length 


96 


^ xu.fc;ii (_x L.y 


Q7 




Xf± — o~0— liXiS-llj rKUiUjXIN brX^ — D -^gi yyo4JU DOS Xd40Zz [bx/XOo 




X4— D— X4-0-0 prorexn noiaoxog L^ea mays, jiLou, Feptiae, 




del J [Zjco. ma.ys J 


oecj. iNO, 


z y Jo 11 




lilliJU DO — UlO—yX — J\l — r Iz 


Lie U-ll^U. 


RT.A<^TY 

OXtriO 1 A. 




rr'^997 
y jzz / yft 


BLAST score 


169 


E value 


5.0e-12 


Match length 


52 


% identity 


65 


NCBI Description 


UTP — glucose-l-phosphate uridylyltransf erase (EC 2-7.7.9 




potato >gi_21599_emb_CAA79357_ (Z18924) 



40956 



# • 





TTT^P rrlnr'oc^p — 1 — tiH o c^t^Vi "h p ht"? Ht/I \7l r'??Ti q •F^^'r^i f^olannm 

<^ J- Ju ^XLiOWOC J- ^IlkJO^iiO. U.X Xy X L.X alio X C X Cl O C |_ OL^X dii LU.LL 






O C ^ • JLN • 




Seq. ID 


LIB3066-015-O1-K1-H10 


Method 


BLASTX 


NCBI GI 


gl947137 


BLAST score 


203 


E value 


7.0e-16 


L J.CL -1. ^IXU JLl 


127 




31 




Vr^r VJ U ^ \J rl ^ OXILIXXCIX uim ri.ll. iJXiiv^X ll^J LXdXio^^XL LJXI^L.CXiX 




-l>_y ^x^UV^ l^J_CLilO^^XL.v7XO/ • |^V_'dC711^w'X ildi>^V_lX LrXO CXC^dilOJ 


O C L£ • iMKJ 9 


i. -7 J J X J 


Sea ID 


LIB3066-016-O1-K1-A12 




BLASTX 


NCBI GI 


g3256066 


BLAST score 


250 


Hj VCLXU.C 


X • u c X 






^ ■iH<an"i~n"f~\7 






Vi-Xj^o / } v_iiXL/X w^Xdo L. i^irtU riL/n 1, fix dJkJX\J.vJ]Jo X o t_iidXXdildj 


O C • IN W • 


_? O X r± 


Seq, ID 


LTB3nfi6-ni fi-ni -ki -a? 

jjxijJVJvw k^x\j Sc-L iVX rri^ 




BLASTN 


NCBI GI 


a433041 


BLAST score 


148 


E value 


l.Oe-77 




X 


0 XU.ClJ.1 — L Ly 


0 0 




iiea ludys w~z^ cxone rKJijiyi~x£5 reLroexeiuenu rKiLiyi— i, paruiax 




o^v^Liciiv^c; 


O ^ «^ ■ IN • 






XiXOyJWUU UX\J ^X I\X t\*i 




BLASTX 


NCBI GI 


g4101703 ^ 


BLAST score 


267 


Hj V CLX 




Fid U Oil uli. 


1 07 


^ XU.t5iiLXUy 




NCBT DpscTiDt" "1 on 


'U \J \J \J 1 \J J J-\JL\^KJ OKZ dOyXL.XdiXoXCXdOC I O (^Xdii IXLLL JkJCX UiidU.XL.XX J 


O C \^ • IM\J m 


^ Z70 ^ X O 


spa TD 


T.TR^Ofifi-m fi-OI -KI -R1 ? 

J-J X O J (J vJ L> VJ X \J SiiX JlVX iJX^ 


Method 


BLASTX 


NCBI GI 


gl33724 


BLAST score 


296 


E value 


9.0e-27 


Match length 


97 


% identity 


51 



NCBI Description CHLOROPLAST 30S RIBOSOMAL PROTEIN Sll 

>gi_1363597_pir S58584 ribosomal protein Sll - maize 

chloroplast >gi_552742 {M35831) ribosomal protein Sll 
(rpSll) [Zea mays] >gi_902254_emb_CAA60318_ (X86563) 

40957 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribosomal protein SIX [Zea mays] 
293517 

LIB3066-016-Q1-K1-C11 

BLASTX 

g2494174 

330 

9.0e-43 

104 

88 

GLUTAMATE DECARBOXYLASE 1 (GAD 1) >gi_497979 (U10034) 
glutamate decarboxylase [Arabidopsis thaliana] 

293518 

LIB3066-016-Q1-K1-C8 

BLASTX 

g3548802 

399 

6.0e-39 

119 

63 

(AC005313) axi 1-like protein [Arabidopsis thaliana] 
>gi_4335769_gb_AAD17446_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 

293519 

LIB3066-016-Q1-K1-D10 

BLASTX 

g416731 

311 

2.0e-28 

79 

80 

POLLEN SPECIFIC PROTEIN C13 PRECURSOR >gi_82655_pir JQ1107 

18. 3K protein precursor, pollen - maize 

>gi_255569_bbs_113677 (S44171) pollen specific protein [Zea 
mays^corn. Peptide, 170 aa] [Zea mays] 
>gi_1588669_prf 2209273A Zml3 [Zea mays] 

293520 

LIB3066-016-Q1-K1-D2 

BLASTN 

g2340107 

92 

3,0e-44 

116 

95 

Zea mays starch branching enzyme Ila {Sbe2a) mRNA, partial 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



293521 

LIB3066-016-Q1-K1-D3 

BLASTX 

g2982459 

157 

2.0e-10 
39 



40958 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 

(AL022223) putative protein [Arabidopsis thaliana] 
293522 

LIB3066-016-Q1-K1-F4 

BLASTX 

g4558557 

166 

6.0e-20 

109 

43 

(AC007138) predicted protein of unknown function 
[Arabidopsis thaliana] 

293523 

LIB3066-016-Q1-K1-G5 

BLASTX 

g3928758 

152 

8,0e-10 

65 

51 

{AB007987) Lipoic acid synthase [Arabidopsis thaliana] 
>gi_4454462_gb_AAD20909_ {AC006234) putative lipoic acid 
synthase [Arabidopsis thaliana] 



Seq. No. 


293524 


Seq. ID 


LIB3066-016-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g3059131 


BLAST score 


173 


E value 


2.0e-12 


Match length 


63 


% identity 


52 


NCBI Description 


(AJ000478) cytochrome P450 [Helianthus tuberosus] 


Seq. No. 


293525 


Seq. ID 


LIB3066-016-Q1-K1-H2 


Method 


BLASTN 


NCBI GI 


gl808687 


BLAST score 


82 


E value 


3.0e-38 


Match length 


283 


% identity 


79 


NCBI Description 


S.stapfianus pSD.13 mRNA 


Seq. No. 


293526 


Seq, ID 


LIB3066-016-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


gl360141 


BLAST score 


181 


E value 


3.0e-13 


Match length 


92 


% identity 


43 


NCBI Description 


{X97980) protein kinase [Solanum berthaultii] 


Seq, No. 


293527 



40959 






T.TFt^Dfifi-ni 7-ni -Kl -A^ 




rSXiiiO i A 




gftoojxft^ 


BLAST score 


369 


E value 


l.Oe-35 


iyia.li en xenytn 


yy 


■s iaeni_it.y 


D / 


NCBI Desciri.pt ion 


tArUc5oZ/tD/ N/iUirn oxxQase/ gpyx, pnox noiuoxog [Liycopers 




^ & O u. J- 1 1 L Uiu J 


beq. NO. 


O elk's c: OQ 


ocCJ. ±u 


XiXJDOUOD UX/ V-*- J-^-L 




rSXiAo X A 


NCBI GI 


g3252807 


BLAST score 


219 


E value 


1 • ue 1 / 


Match, length. 


111 

XlX 


5- T ^ ^ n ^ ^ T 

-6 iaenL.it.y 






^ri.V^VJWx 1 \J / 11 y^Vj UiiC L.XOCLX ^XVJL-^Xll |^ rix CLU X (^lU^ O X O Ulld XX.O.ilCl J 


Oe<5» JNO . 


ono con 




XiXDOUDD UX / ^ijfX r\.x 




OXirlO 1 A 




gxyuooft / 


BLAST score 


376 


E value 


3.0e-36 


Match length 


T OA 


-5 laentiuy 


O / 


modI uescription 


(ALUUU1U4J hoi go Aiiojo/z coiTies rroiti tnis gene. 




[xlx aJJXUUpibXb LIld.XXd.Ii.ct J 


Seq. No. 


O Q'3 con 


Qc^rr TVs 

oeq. xu 


T T'D'^ri ni 7— m — liri 
Jjxdoudd Ux / v-L Jt^-i-^o 


LYietnoa 


IDXiiiO 1 IN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


1 1 A 
1 . ue— ID 


Match length 


Ob 


% identity 


T A A 
XUU 


iNL.r5i uescripmon 


Xenopus laevis cDNA clone 27A6— 1 


oeq. NO. 


O Q Q C O 1 


oeq. xu 


liXiJoUDo ux / yi i\i— / 


LYiecnoa 


JDLiiiO 1 A 


NCBI GI 


g4006913 


BLAST score 


292 


E value 


O A^ O 


Jxiatcn lengtn 


111 

XXX 


^ Identity 


c n 


NCBI Description 


(^yy/Uo; nypot:Jiet:icax protein L^^^Diaopsis tinaxianaj 


Seq. No. 


o n o c o o 


Seq. ID 


LIB3066-017-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g4006913 


BLAST score 


449 


E value 


5.0e-46 



40960 



Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



127 
71 

(Z99708) hypothetical protein [Arabidopsis thaliana] 
293533 

LIB3066-017-Q1-K1-D2 

BLASTX 

g4417291 

169 

3.0e-18 

75 
52 

(AC007019) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


293534 


Seq. ID 


LIB3066-017-Q1-K1-D8 


Method 


BLASTN 


NCBI GI 


g288378 


BLAST score 


79 , ^ 


E value 


1 . Oe-36 


Match length 


155 


% identity 


88 


NCBI Description 


Z.mays gene PG for polygalacturonase 


Seq. No. 


293535 


Seq. ID 


LIB3066-017-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g2147484 


BLAST score 


446 


E value 


7 . Oe-45 


Match length 


112 


% identity 


86 


NCBI Description 


homeotic protein - Phalaenopsis sp >gi_1173622 (i 




homeobox protein [Phalaenopsis sp. 'hybrid SM910 


Seq. No. 


293536 


Seq. ID 


LIB3066-017-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3063449 


BLAST score 


358 


E value 


4.0e-34 


Match length 


102 


% identity 


68 


NCBI Description 


(AC003981) F22013.il [Arabidopsis thaliana] 


Seq, No. 


293537 


Seq. ID 


LIB3066-017-Q1-K1-G2 


Method 


BLASTN 


NCBI GI 


g21856 


BLAST score 


55 


E value 


4.0e-22 


Match length 


163 


% identity 


84 


NCBI Description 


Wheat rDNA 25S-18S intergenic region EcoRI-BamHI 


Seq. No. 


293538 


Seq. ID 


LIB3066-017-Q1-K1-G3 



U34743) 



40961 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4539295 

146 

4.0e-09 

36 

75 

(AL049480) 



putative protein [Arabidopsis thaliana] 



293539 

LIB3066-017-Q1-K1-H12 

BLASTX 

g3281853 

335 

3.0e-31 

89 

71 

(AL031004) putative protein [Arabidopsis thaliana] 
293540 

LIB3066-017-Q1-K1-H5 

BLASTX 

g548493 

616 

3.0e-64 

131 

90 

EXOPOLYGALACTURONASE PRECURSOR (EXOPG) (PECTINASE) 
(GALACTURAN 1, 4-ALPHA-GALACTURONIDASE) 

>gi_629854_pir S30067 polygalacturonase - maize 

>gi_288612_exnb_CAA47052_ (X66422) polygalacturonase 
mays] 



[Zea 



Seq. No. 


293541 


Seq. ID 


LIB3066-017-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g3461845 


BLAST score 


318 


E value 


2.0e-29 


Match length 


99 


% identity 


68 


NCBI Description 


(AC005315) hypothetical protein 


Seq. No. 


293542 


Seq. ID 


LIB3066-018-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g548493 


BLAST score 


296 


E value 


6.0e-27 


Match length 


101 


% identity 


53 


NCBI Description 


EXOPOLYGALACTURONASE PRECURSOR 



(EXOPG) (PECTINASE) 
(GALACTURAN 1 , 4-ALPHA-GALACTURONIDASE) 

>gi_629854_pir S30067 polygalacturonase - maize 

>gi_288612_emb_CAA47052_ (X66422) polygalacturonase 
mays] 



[Zea 



Seq. No. 



293543 



40962 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3066-018-Q1-K1-B2 

BLASTX 

g2832632 

241 

l.Oe-20 

91 

52 

{AL021711) hypothetical protein [Arabidopsis thaliana] 
293544 

LIB3066-018-Q1-K1-B9 

BLASTX 

g3420057 

170 

5.0e-12 

63 

52 

(AC004 680) putative ABC transporter [Arabidopsis thaliana] 
293545 

LIB3066-018-Q1-K1-C9 

BLASTX 

gl362008 

382 

5.0e-37 

104 

18 

ubiquitin-like protein 12 



293546 

LIB3066-018-Q1-K1-D4 

BLASTN 

g293901 

41 

8.0e-14 

49 

96 

Zea mays Zea ml gene. 



- Arabidopsis thaliana 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293547 

LIB3066-018-Q1-K1-D5 

BLASTX 

g283Q49 

271 

2.0e-24 

64 

80 

polygalacturonase (EC 3.2.1.15) precursor (clone W2247) - 

maize (fragment) >gi_481079_pir S37718 polygalacturonase 

maize >gi_22426_emb_CAA44248_ {X62384) polygalacturonase 
[Zea mays] >gi_287830_emb_CAA47234_ (X66692) 
polygalacturonase [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



293548 

LIB3066-018-Q1-K1-D8 

BLASTN 

g293901 



40963 



BLAST score 


114 


Hi V cL-L Lit:: 






X 4^ ^ 




;? o 












XtXO^tJUUU uxu S^x 1\X 


IMC UiikJkJ. 




NCBI GI 


g313139 


BLAST score 


179 


T ~^T-^ 111 ^ 


A fSo— Qf; 




f 


T ^^T^ 4**" "1 ~H T r 

-6 laenuxty 






£J*lLlCl^iD £J J.Ll£^ JTvO ^ ILirVlNf^ XUX ^l,\Ji — 1 — L-Lll 


o c . iN O - 






xixook/vu uxo S^x ivx r x 






NCBI GI 


g3821780 


BLAST score 


36 


Ej VCI.XU.C 


X • utJ X u 




H o 


% identity 


u / 




"^ffanoTMT^ 1 aciTri Q oDTJA r*l on^ ^7A^— 1 


beq. JNO . 


0 Q O C C 1 


ocq • X u 


Xixoouvjo \jxo Si^x i\x 


Method. 


oXiAb i A 


NCBI GI 


g509810 


BLAST score 


358 


vo-Xue 


'5 Do— '^A 

J • ue -j^ 


ria ucn xeng 1,11 


XU*i 


-6 xaenLmy 


DO 


iN^_<IDX IVc^OV^X X^ L XvJil 


VXiUO*±DO/ diVGX(J^C3 Ocli.~ rillTclotr |_raX clJtJX\J.^^o Xo L.IXClXXCtlicl 


beq. JNO. 




Crirr TV) 


T.TR^Dfifi-ni Q-ri1 -Kl -AS 

XlXDOVJOD U X -7 vX IVX raO 


iYie LliOCl 


"DT aQTV 
OXiiiO 1 A 


NCBI GI 


g3738297 


BLAST score 


319 


V dX Lie 


X • ^ 17 


riaucn xenyi,n 




^ xu.ciitxuy 




LNOOX L^tcfO OX X^ L.XV^il 


^APnnS'^nQ^ nn VTtriwn ■ott^'I" <ain rAyaH"i Hr^r^ <5"tq "HhalnaTial 

\n\^\J\j ^ ^ } LLli JS.il(^Vvli ^XwL.OXii [_fl.X dUX k>L 0*^0X0 UiiCLX Xdlid J 


oeq. NO* 




Ot=<^ • X u 


xixoouuO ux^ \dX rvx 0/ 


i^it; uxiuu. 




NCBI GI 


a3702351 


BLAST score 


263 


E value 


6.0e-23 


Match length 


89 


% identity 


53 


NCBI Description 


(AC005397) putative desiccation protectant protein 



[Arabidopsis thaliana] 



40964 



Seq. No. 




beq, lu 




Method 




NCBI GI 


g3821780 


BLAST score 


36 


E value 


D . ue-i J. 


Match length 


ib 


% identity 


100 


NCBI Description 


Aenopus xaevis cuiNjfi c±one z/r,o j. 


Seq. No. 


O Q O C C C 


beq. ±u 




Meunoo. 




NCBI GI 


g3821780 


BLAST score 


36 


E value 


4 . Ue-li 


Match length 




% identity 


lUu 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


293556 


beq. iu 


T TW^nc^c^—H'} Q_ni — 'K'l — n<^ 


Method 


rSJ-iAo i A 


NCBI GI 


g4099919 


BLAST score 


169 


E value 


A A 1 O 


Match length 


32 


% identity 


88 


NCBI Description 


(091981) pollen allergen nomolog 


Seq. No. 


293557 


C -rr\ 

Seq. ID 


L IBo U o 0 - U z U --y 1 — l\i — 1 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


/; A_ T -1 


Match length 


48 


% identity 


67 


NCBI Description 


Xenopus laevis cDNA clone z /Ao-l 


Seq. No. 


293558 


Ssq. ID 


LIB oUob— u<iU— yi— ixl— dIU 


Method 


TIT T\ C* TIV 

bliAb I A 


NCBI bl 


gi / u ou 


BLAST score 


Q C 


E value 


A A A -51 

z . ue— 0 1 


Match length 


111 


% identity 


60 


NCBI Description 


CYSTEINE PROTEINASE 1 PRECURSOR 




cysteine proteinase 1 precursor 




>gi 643597 dbj BAA08244_ {D45402 




mays ] 


Seq. No. 


293559 


Seq. ID 


LIB3066-020-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g2444180 



S59597 



cysteine proteinase [Zea 



40965 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



457 

l.Oe-45 

149 
58 

{U94785) unconventional myosin [Helianthus annuus] 
293560 

LIB3066-020-Q1-K1-C2 

BLASTX 

g3256035 

302 

8.0e-28 

91 

60 

(Y14274) putative serine/threonine protein kinase [Sorghum 
bicolor] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293561 

LIB3066-020-Q1-K1-C3 

BLASTX 

g3256035 

199 

9,0e-16 
84 
49 

{Y14274) 
bicolor] 



putative serine/threonine protein kinase [Sorghum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



293562 

LIB3066-020-Q1-K1-C4 

BLASTN 

g2062705 

36 

4.0e-ll 

36 

100 

Human butyrophilin (BTF5) 



mRNA, complete cds 



293563 

LIB3066-020-Q1-K1-D10 

BLASTN 

g342616 

39 

l.Oe-12 

155 

82 

Maize chloroplast ribosomal protein S12 gene, exons 
3, and ribosomal protein S7 gene, complete cds 

293564 

LIB3066-020-Q1-K1-D8 

BLASTX 

g2244866 

254 

5.0e-22 

87 

61 



2 and 



40966 



NCBI Description (Z97337) hypothetical protein [Arabidopsis thaliana] 



Seq. Mo. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293565 

LIB3066-020-Q1-K1-E12 

BLASTX 

g531829 

145 

2.0e-09 

68 
50 

(U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293566 

LIB3066-020-Q1-K1-F3 

BLASTX 

g548493 

229 

5.0e-19 

107 

49 

EXOPOLYGALACTURONASE PRECURSOR (EXOPG) (PECTINASE) 
(GALACTURAN 1, 4 -ALPHA- GALACTURON IDAS E) 

>gi_629854_pir S30067 polygalacturonase - maize 

>gi_288 612_emb_CAA47052__ {X66422) polygalacturonase 
mays] 



[Zea 



293567 

LIB3066-020-Q1-K1-G4 

BLASTX 

g2462925 

264 

3.0e-23 

83 

66 

(AJ000053) GTP cyclohydrolase II / 

3, 4-dihydroxy-2-butanone-4-phoshate synthase [Arabidopsis 
thaliana] 



Seq. No. 


293568 


Seq. ID 


LIB3066-021 


Method 


BLASTX 


NCBI GI 


g268883b 


BLAST score 


204 


E value 


3.0e-16 


Match length 


87 


% identity 


54 


NCBI Description 


{AF000952) 


Seq. No, 


293569 


Seq. ID 


LIB3066-021 


Method 


BLASTN 


NCBI GI 


gll85553 


BLAST score 


64 


E value 


2.0e-27 


Match length 


131 


% identity 


44 



putative sugar transporter [Prunus armeniaca] 



40967 



NCBI Description 



Zea mays glyceraldehyde-3-phosphate dehydrogenase {gpc2] 
gene, complete cds 



o e q . IN o . 


^jjD t U 


Seq. ID 


LIB3066-021-Q1-K1-C4 


Method 


BLASTX 




gbz yooz 


dLAoI score 




E value 


c n Oft 


Match length 


Q ^ 
O D 


s Identity 


o c 

ob 


NCBI Description 


polygalacturonase - maize >gi 288367 emb 




polygalacturonase [Zea mays] 


Seq. No, 


293571 


Seq. ID 


LIB3066-021-Q1-K1-D10 


Metnoa 


BIiASTX 




g4iooyi4 


BLAST score 


145 


E value 


o . ue— u y 


Malicn lengtn 


^4 


^ identity 


36 


NCBI Description 


(AF059488) expansin precursor [Lycopersi 


Seq. No. 


293572 


Seq. ID 


LIB3066-021-Q1-K1-F5 


Method 


BLASTN 


NCBI GI 


g2062705 


BLAST score 


36 


E value 


0 . Ue-ii 


Match length 


36 


% identity 


100 


NCBI Description 


Human butyrophiiin (BTF5) mRNA, complete 


Seq. No. 


293573 


Seq. ID 


LIB3066-021-Q1-K1-F9 


Method 


BLASTN 




gololjy 


BLAST score 


119 


E value 


o . ue-oU 


'KK ^ -X- ^\m. T _X. 1— 

Match length 


243 


^ identity 


88 


iMLbi JJescriprion 


Z.mays ZmPR02 mRNA for profilin 


^ AfT Kin 




Seq. ID 


LIB3066-021-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


gl502430 


BLAST score 


347 


E value 


8.0e-33 


Match length 


103 


% identity 


64 


NCBI Description 


{U62331) phosphate transporter [Arabidop 



(X65845) 



cds 



>gi_2564661 (AF022872) phosphate transporter [Arabidopsis 
thaliana] >gi_3869206_dbj_BAA34398_ (AB016166) Phosphate 
Transporter 4 [Arabidopsis thaliana] >gi_3928081 (AC005770) 
phosphate transporter, AtPT2 [Arabidopsis thaliana] 



40968 



Seq* No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293575 

LIB3066-021-Q1-K1-H2 

BLASTX 

g3152590 

172 

2.0e-12 

64 

58 

(AC002986) Similar to protein serine/threonine kinase NPK15 
gb_D31737 from Nicotiana tabacum. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293576 

LIB3066-021-Q1-K1-H7 

BLASTX 

g3047098 

253 

5.0e-22 

93 

53 

{AF058826) similar to eukaryotic protein kinase domains 
(Pfam: pkinase.hmm, score: 171.43) [Arabidopsis thaliana] 



Seq. No, 


293577 


Seq. ID 


LIB3066-022-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


gl617274 


BLAST score 


262 


E value 


2 . Oe-28 


Match length 


141 


% identity 


46 


NCBI Description 


(272152) AMP-binding protein [Brassica 


Seq. No. 


293578 


Seq. ID 


LIB3066-022-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g2088649 


BLAST score 


205 


E value 


4.0e-16 


Match length 


68 


% identity 


56 


NCBI Description 


(AF002109) unknown protein [Arabidopsis 


Seq. No, 


293579 


Seq. ID 


LIB3066-023-Q1-K1-A12 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


l.Oe-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


293580 


Seq. ID 


LIB3066-023-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g4455334 



40969 



BLAST score 


189 


111 V Cl -L 


*± • VJ C XI 




X VJ iJ 


S: 1 Hortl" "1 i~\T 


40 


NCBI Desciript ion 


fAL03SS9S^ invo*=5 in— 1 i ke mrotpin f A'r;=9hj'i don^^ t *^ tha 1 i ^5n;=i 1 

\ £^±J \/ ^ ^ %J / ALL y V-^ O ^ xi -L- ..^ Jvx^ -1* ^>k_/ \^ _L X i. ^ \A. ^ v> ^ X 1 d ^ ^ wLx LGL J 


• i\ • 


^ O X 


Sea ID 


LIB3066-023-O1-K1-B5 


Method 


BLASTX 


NCBI GI 


g3510540 


BLAST score 


289 


Fl T7^5 1 Ufa 
J— 1 V CL J. U.C 
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X J u 
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^ \j ^ u L> X -ij / c AL/diio xii {_ X Liii txo ci. xillcj. ix ci oci j 


O C • c • 




Sea. ID 


LIB3066-D23-O1-K1-B9 


Method 


BLASTX 


NCBI GI 


gll2994 


BLAST score 


335 


R 1 n p 


2 . Oe-31 


Match lencrth 


77 


% identitv 


90 


NCBI Description 


GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 




>gi_82685_pix S04536 embryonic abundant protein. 




yXyoXile xXC-Il lllciiZtS ^y-*- ^jCOXCj eilLD V^i\riOJ-U/ / ^AXi!iOD^; 
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iUd y 0 J 
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XiXDOUOO U^O S^-*- i>--L J-'X 
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BLASTN 
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BLAST score 


36 


E value 


1. Oe-10 


Match length 


40 


% identity 


97 
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Spa ID 
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MpI" h 


IjXl£T.O X a. 


NCBI GI 


g4220527 


BLAST score 


146 


Hj V d X Lit:? 






1 97 

xz / 


% identity 


oX 


NCBI Description 


(AL035356) putative protein [Arabidopsis thaliana] 


Seq. No. 


293585 


Seq. ID 


LIB3066-023-Q1-K1-F6 


Method 


BLASTX 



40970 



NCBI GI 


g2911073 


BLAST score 


482 




1 np-4ft 


LMd UV.'iX Xdi^ L.LX 


X ^ o 




o o 


NCBI Descriotion 


fAL02196n^ nnt;5"t~'ivp "n"rni"Pin f Arshii Hon<=! 


O <3 > In ^ • 


-7 O J o o 


Spa TD 


XiJ-JjOUvJU ^J^^ Si-*- 1*--L \JX^ 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


43 


Va 1 TIP 


7 Op-I S 








o o 


NCBI Description 


7iP3 TTiP^v*^ 9? — IcHa ^^Inh^? ypin nono r"1n<^i"o 

^J^CL lllCiy O ^ 4li J\.L>d dXL^ild ZiCXil ^dlC ^XLLOU-v^ 


Clean KTn 




^PfT TD 


XiXOJUOD VJ^O St-*- •'^-L Jtl-*- 






MPRT fJT 

INVvtOX OX 


n9 "^1 Sn Q 
y ^ ^x vjvj 27 


BLAST sporp 


484 


Hj V dx u.t; 




Match length 


115 


% identity 


77 
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NCBI GI 


g3821780 


BLAST score 


36 


E value 


7 fio— 1 1 
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O D 
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L^^^OX O ^X X k/ L. X Wxi 


VonoonQ 1 aoTTi o oF^lMZi o"! on /a '?'7Zi^^ — T 
r^dlwpu.o XdcvXo OULMrx OXvJll^ ^ / rxO X 


beq. NO. 
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NCBI GI 


g3402751 


BLAST score 


211 


W T7a 1 n o 


7 Ho-I 7 


fid uoxi xciiy 
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^ XU.tiliL.xUy 
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oeq • INO • 




Sea ID 


Xt J. IJ ..J W U vJ W-'- -"-L O X U 


Method 


BLASTX 


NCBI GI 


g3901094 


BLAST score 


363 


E value 


l.Oe-34 


Match length 


108 



complete sequence 



40971 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64 

{Z27090] 



pollen allergen Phi pi [Phleum pratense] 



293591 

LIB3066-024-Q1-K1-B3 

BLASTX 

gl931647 

165 

2.0e-ll 

68 

85 

(U95973) endomembrane protein EMP70 precusor isolog 
[Arabidopsis thaliana] 



Seq. No. 


293592 


Seq. ID 


LIB3066-024-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g3287270 


BLAST score 


677 


E value 


2.0e-71 


Match length 


147 


% identity 


86 


NCBI Description 


(Y09533) involved in 


Seq. No, 


293593 


Seq. ID 


LIB3066-024-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


gl29940 


BLAST score 


507 


E value 


l.Oe-51 


Match length 


127 


% identity 


83 


NCBI Description 


EXOPOLYGALACTURONASE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PRECURSOR (EXOPG) (PECTINASE) 
(GAIACTURAN 1, 4-ALPHA-GALACTURONIDASE ) 

>gi_100911_pir S18570 polygalacturonase (EC 3.2.1.15) 

precursor - maize >gi_22417_emb_CAA4 0850_ (X57627) 
polygalacturonase [Zea mays] >gi_22419_emb_CAA44249_ 
(X62385) polygalacturonase [Zea mays] 

>gi_288374_emb_CAA46679_ (X65844) polygalacturonase [Zea 
mays] 

293594 

LIB3066-024-Q1-K1-F6 

BLASTX 

g4038042 

533 

l.Oe-54 

142 

75 

(AC005936) 
thaliana] 



putative DNA-binding protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



293595 

LIB3066-024-Q1-K1-H2 

BLASTX 

g4538896 

223 
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J— 1 V CL _L LJ. VZ' 


3 Op-18 

<^ • L/ Q X O 


i Jd L.Oil J-^711m I'll 


1 OR 
X u o 




f± X 




( 1\1 .C\ A Q A Q 0 ^ TM 3 ■!" T TTO ■o vol- CiTTi rZivaHn r1or> on o t-Vi^l -i anal 
\£\1jKJ^^^O^ } pULdL-XVc pxUUcxn [ rix a. JJ X UOp o 1 b T^IlciX xaiia. J 


O o rr Mo 
O • IN O . 




^ • J- i-y 


xixo<wJWvu \c.-^ £N.x 


Method 


BLASTX 


NCBI GI 


g2980770 


BLAST score 


144 


R vfl 1 n 


9 np-o<^ 


i-^ClUV^ll XdlML.ll 




o xU*:rliuXUy 




Vi\^LJJ. L/CO^X X^ L> X^ll 


^rlXiUi.^ X :70 / puUdUXVc pxvJLfcrXil JS-Xlldofc; [ clJJ X tJ.<jp o X £3 diclXXa.XJ.a. J 


C /T M/^ 

oecj ■ iNO • 




9pa TD 

• X u 


±jxi3ouod uzft Vj^x rvx n. / 


]yip1"hofi 




NCBI GI 




BLAST score 


195 


E value 


5,0e-15 


l id ^ oil Xdl^J L.11 


R3 


o XUdlUXL^ 




LNL/iDx jjescxipx,xon 


(AF080118) Similar to uridine diphosphate glucose 




epxinerase/^ roriiz.xu [iiraoxaopsis tnaJ-ianaj 


oeq. NO. 




o^v^ • X 


XiXOOU DO UZO I\X iixU 






NPRT GT 




BLAST score 


188 


E value 


4.0e-14 


1 Jci uoii xdi^ uii 


7 Q 

f -7 


0 x(j.cii L.X 


ft ft 


iNk^JDX L/CoOx ip UXOn 


val-uudo / /; Hjo i go KD4io4to coiues xroin unis gene, [Araoiaops 




■J-Vial 1 anal 




z y y y 


C • X 


xi±oouuo yx rvx rio 


Mpf* VinH 

1 l,«ll\J\u<l 




NCBI GI 


g4220484 


BLAST score 


239 


u vciXLlc; 




ndLOli XciiyUIl 


y 0 


^ XUtrllt xty 




INVw'lJX OOX X^ UX^Jli 


\jt\\^\ju\j\j J iiypu uxici-xcdX pxuLexn [■"■rdOxCLopsis T-naxxanaj 


O^Cj • iMO • 


z yoDuu 


9prr Tn 


jjxdoudo uzo 'i^x Jax do 


Mp't'hnd 


RT.a^TY 

UXLTlkJ X /\ 


NCBI GI 


a33^5471 


BLAST score 


366 


E value 


3.0e-35 


rjaL.cn ±eny en 




% identity 


60 


NCBI Description 


(AC004218) putative lysophospholipase [Arabidopsis 




thaliana] 
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II 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length, 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293601 

LIB3066-026-Q1-K1-A11 

BLASTX 

g2499708 

620 

9.0e-65 

145 

81 

PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 
(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 
>gi_1020409_dbj_BAA11135_ (D73410) phospholipase D [2ea 
mays] 

293602 

LIB3066-026-Q1-K1-A12 

BLASTX 

g2454302 

242 

2.0e-20 

111 

44 

(AF000152) OS-4 protein [Homo sapiens] 
293603 

LIB3066-026-Q1-K1-B6 

BLASTX 

g2642215 

162 

5.0e-ll 

40 

72 

(AF030386) NOI protein [Arabidopsis thaliana] 
293604 

LIB3066-026-Q1-K1-C2 

BLASTX: 

g3056581 

307 

5.0e-28 

86 

69 

{AC004255) T1F9.2 [Arabidopsis thaliana] 
293605 

LIB3066-026-Q1-K1-F1 

BLASTX 

gl362086 

208 

l,0e-16 

54 

76 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransferase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S 65 957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransferase (EC 2.1.1.14) - Madagascar periwinkle 
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>gi_886471__emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293606 

LIB3066-026-Q1-K1-F10 

BLASTN 

g442525 

191 

l.Oe-103 

243 

95 

ZinERabp4=auxin-binding protein [Zea iriays=corn, 
mRNA, 917 nt] 



seedling. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293607 

LIB3066-026-Q1-K1-F5 

BLASTX 

g4646218 

148 

2.0e-09 

57 

51 

(AC007290) putative GTP-binding protein [Arabidopsis 
thaliana] 



S,eq . No . 


293608 


Seq. ID 


LIB3066-026-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g3582340 


BLAST score 


146 


E value 


4.0e-09 


Match length 


56 


% identity 


57 


NCBI Description 


(AC0054 96) unknown prot 


Seq. No. 


293609 


Seq. ID 


LIB3066-026-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g729944 


BLAST score 


268 


E value 


2.0e-23 


Match length 


49 


% identity 


96 


NCBI Description 


POLLEN ALLERGEN ZEA M 1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(ZEA M I) >gi_478272_pir JC1524 

major allergen ml protein - maize >gi_293902 (L14271) Zea 
ml [Zea mays] 

293610 

LIB3066-027-Q1-K1-B10 

BLASTX 

gl076746 

439 

l.Oe-43 

100 

86 

heat shock protein 70 - rice 
>gi_7 63 1 60_emb_CAA4 7 94 8_ 



.fragment) 
{X67711) heat shock protein 70 
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[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293611 

LIB3066-027-Q1-K1-E2 

BLASTN 

g3819183 

43 

7.0e-15 

55 

95 

Hordeum vulgare partial mRNA; clone cMWG0645 
293612 

LIB3066-027-Q1-K1-F6 

BLASTX 

g548493 

193 

7.0e-15 

84 

54 

EXOPOLYGALACTURONASE PRECURSOR (EXOPG) (PECTINASE) 
(GALACTURAN 1, 4-ALPHA-GALACTURONIDASE) 

>gi_629854_pir S30067 polygalacturonase - maize 

>gi_288612_emb_CAA47052_ (X66422) polygalacturonase [Zea 
mays] 

293613 

LIB3066-027-Q1-K1-F9 

BLASTX 

gll74600 

157 

l.Oe-10 

66 

52 

TUBULIN BETA CHAIN >gi_493710_dbj_BAA06382_ {D30717) 
beta-tubulin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293614 

LIB3066-027-Q1-K1-G9 

BLASTX 

g629852 

191 

8.0e-15 

78 

54 

polygalacturonase 
polygalacturonase 



- maize >g i_2 8 8 367__emb_CAA4 66 8 0_ 
[Zea mays] 



(X65845) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293615 

LIB3066-028-Q1-K1-A9 

BLASTX 

g2239262 

165 

2.0e-ll 

66 

45 

(Y13285) pectin methylesterase-like protein [Zea mays] 
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# 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293616 

LIB3066-028-Q1-K1-B2 

BLASTX 

g4531442 

171 

l.Oe-13 

97 

51 

(AC006224) hypothetical protein [Arabidopsis thaliana] 
293617 

LIB3066-028-Q1-K1-E9 

BLASTX 

g2130137 

617 

2.0e-64 

134 

46 

homeotic protein Hox2b - maize >gi_1143707_einb_CAA61910_ 
(X89761) Hox2b [Zea mays] 

293618 

LIB3066-028-Q1-K1-F9 

BLASTX 

g3885328 

281 

5.0e-25 

139 
44 

(AC005623) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

293619 

LIB3066-028-Q1-K1-G12 

BLASTX 

g4337196 

244 

9.0e-21 

69 

67 

(AC006403) putative serine/threonine receptor kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Seq. ID 
Method 



293620 

LIB3066-028-Q1-K1-G7 

BLASTN 

g602605 

74 

l.Oe-33 

122 

91 

Zea mays tandem genes for alphal-tubulin and alpha2-tubulin 
293621 

LIB3066-029-Q1-K1-A8 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl480670 
201 

9.0e-16 

76 
55 

(U60267) delta l-pyrroline-5-carboxylate synthetase 
[Lycopersicon esculentum] 

293622 

LIB3066-029-Q1-K1-C10 

BLASTX 

g4586260 

182 

2.0e-13 

104 
40 

{AL049640) putative protein [Arabidopsis thaliana] 
293623 

LIB3066-029-Q1-K1-C2 

BLASTX 

g548493 

203 

l.Oe-19 

140 

45 

EXOPOLYGALACTURONASE PRECURSOR (EXOPG) (PECTINASE) 
(GALACTURAN 1, 4-7iLLPHA-GALACTURONIDASE) 

>gi_629854_pir S30067 polygalacturonase - maize 

>gi__288612_emb_CAA47052_ (X66422) polygalacturonase 
mays] 

293624 

LIB3066-029-Q1-K1-G3 

BLASTX 

g548493 

143 

6.0e-09 

91 
43 

EXOPOLYGALACTURONASE PRECURSOR (EXOPG) (PECTINASE) 
(GALACTURAN 1 , 4-ALPHA-GALACTURONIDASE ) 

>gi_629854_pir S30067 polygalacturonase - maize 

>gi_288612_emb_CAA47052_ (X66422) polygalacturonase 
mays] 



[Zea 



[Zea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293625 

LIB3066-029-Q1-K1-G4 

BLASTX 

g4206210 

165 

2,0e-ll 

75 
39 

{AF071527) putative calcium channel [Arabidopsis thaliana] 
>gi_4263043_gb_AAD15312_ (AC005142) putative calcium 
channel [Arabidopsis thaliana] 
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Seq. No. 293626 

Seq. ID LIB3066-030-Q1-E1-F2 

Method BLASTX 

NCBI GI g2668742 

BLAST score 390 

E value 6.0e-38 

Match length 86 

% identity 87 

NCBI Description (AF034945) glycine-rich RNA binding protein [Zea mays] 

Seq. No. 293627 

Seq. ID LIB3066-030-Q1-E1-G10 

Method BLASTN 

NCBI GI g2062705 

BLAST score 34 

E value l.Oe-09 

Match length 34 

% identity 100 

NCBI Description Human butyrophilin (BTF5) mRNA, complete cds 

Seq. No. 293628 

Seq. ID LIB3066-030-Q1-E1-G6 

Method BLASTN 

NCBI GI g22480 

BLAST score 44 

E value 2.0e-15 

Match length 51 

% identity 96 

NCBI Description Maize mRNA for superoxide dismutase-3 isoenzyme {EC 
1.15.1.1) 

Seq. No. 293629 

Seq. ID LIB3066-030-Q1-K1-B7 

Method BLASTX 

NCBI GI gl654387 

BLAST score 183 

E value 2.0e-13 

Match length 97 

% identity 44 

NCBI Description (U73172) manganese superoxide dismutase [Triticum aestivum] 

Seq. No. 293630 

Seq. ID LIB3066-030-Q1-K1-C11 

Method BLASTN 

NCBI GI g22292 

BLAST score 70 

E value 3.0e-31 

Match length 222 

% identity 84 

NCBI Description Z.mays mRNA for glycine-rich protein 

Seq. No. 293631 

Seq. ID LIB3066-030-Q1-K1-H8 

Method BLASTX 

NCBI GI g4490311 

BLAST score 309 
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Match length 


11 J 


% identity 


D4 


jNCDi uesciTipuion 




Seq. No* 




beq, lU 


IjIojUDO U,j1 y^X r\.± JdxU 


Mernoa 


tSliiib i N 


NCBI GI 


g3821780 


BLAST score 


36 


Hi va.xu.e 


Ho— 1 1 


Match length 


JO 


^ ictentiuy 


iUU 


NCBI Description 


Aenopus laevxs ouiNfi l.xoiic z /i-io x 


Seq. No. 




beq. iJJ 


ijlDOU D O UO X (j(/X JXX 


Method 


CXirib 1 IN 


NCBI GI 


g2062705 


BLAST score 


36 


E value 


o Ho— 1 1 
0 . ue X 1 


Match length 




% identity 


xuu 


wui5i uescription 


nuinan jjULyrupnxxxii ynisiz)} Liii\Di±\f t-uiiipxcsuc i-u.o 


Seq* No. 




beq. ID 


lidJUoo uo 1— yi""j\i oy 


Metnod 


DXiAb iW 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


y . ue-11 


Match length 


OD 


-5 Identity 


lUU 


iNL-ni uescripnon 


Aenopus Xaevlo CUlNri UXvJIltr ^ / M.\j X 


Seq. No, 




beq. lu 


1iXdoudo~uox— yx— i\x— ui? 


Method 


rsLiAb 1 A 


NCBI GI 


gll97461 


BLAST score 


208 


E value 


/ . ue— 1 / 


Match lengtn 


oU 


% identity 




LNt^Di uescnptxon 


^ A / o o X J Odocxii js.xiici.oc X L"-^ ^ ^^£^ nicixxciiici j 


Seq. No. 


o n "3 ^ £: 


beq. lu 


XiXd jUD 0 U -3X y X r\.X uo 


Method 


BLAblN 


NCBI GI 


g313139 


BLAST score 


77 


E value 


1 . ue-oo 


LuaLCii ierigi_ii 


xo / 


% identity 


88 


NCBI Description 


Z.mays ZmPR02 mRNA for profilin 


Seq. No. 


293637 


Seq. ID 


LIB3066-031-Q1-K1-F10 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4415922 

156 

2.0e-10 

103 

38 

{AC006282) 
thaliana] 



putative glucosyl transferase [Arabidopsis 



Seq. No. 


293638 


Seq. ID 


LIB3QD0-Uol-yi-Kl-r ^ 


Method 


dLAo i A 


NCBI GI 


g3 10 idZO 


BLAST score 


194 


E value 


9.0e-15 


Match length 


99 


% identity 


40 


NCBI Description 


(AC005167). unknown protein 


Seq. No. 


293639 


Seq. ID 


LIB3066-031-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


(C o n o yi Q 

gozyo4 y 


BLAST score 


182 


E value 


l,0e-13 


Match length 


90 


% identity 


42 


NCBI Description 


pectate lyase (EC 4.2.2.2) 




homology with pectate lyas 


Seq. No. 


293640 


Seq. ID 


LIB3066-032-Q1-E1-D5 


Method 


BLASTX 


NCBI GI 


g71638 


BLAST score 


170 


E value 


6.06-12 


Match length 


117 



2) - maize >gi_405535 (L20140) 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



41 

actin - soybean >gi_18532_emb_CAA23728_ (V00450) actin 
[Glycine max] >gi_223413_prf 0804316A actin [Glycine max] 

293641 

LIB3066-032-Q1-E1-F9 

BLASTX 

g548492 

165 

2.0e-ll 

104 

41 

EXOPOLYGALACTURONASE PRECURSOR (EXOPG) (PECTINASE) 
(GALACTURAN 1, 4 -ALPHA- GALACTURON IDAS E) 

>gi_629853__pir S30066 polygalacturonase - maize 

>gi_288379_emb_CAA45751_ (X64408) polygalacturonase [Zea 
mays] 

293642 

LIB3066-032-Q1-E1-H1 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g2130073 
182 

2.0e-13 
141 
40 

fructose-bisphosphate aldolase (EC 4,1.2 
cytosolic - rice >gi_786178_dbj__BAA08845 
C-1 [Oryza sativa] >gi__79097 0_dbj_BAA08830_ (D50301) 
aldolase C-1 [Oryza sativa] 



13) isoenzyme C-1, 
(D50307) aldolase 



Seq. No. 293643 

Seq. ID LIB3066-032-Q1-K1-A10 

Method BLASTN 

NCBI GI g22457 

BLAST score 169 

E yalue ^ 4.0e-90 

Match, length 367 - . - ■ - \ - 

identity . 88 ^ 
NCBI Description Z.mays pollen specific mRNA C-terminal (clone 4H3) 

Seq. No. 293644 

Seq. ID LIB3066-032-Q1-K1-A11 

Method BLASTN 

NCBI GI g22457 

BLAST score 89 

E value 2,0e-42 

Match length 240 

% identity 85 

NCBI Description Z.mays pollen specific mRNA C-terminal (clone 4H3) 

Seq. No. 293645 

Seq. ID LIB3066-032-Q1-K1-A4 

Method BLASTN 

NCBI GI g3821780 

BLAST score 36 

E value 8.0e-ll 

Match length 48 

% identity 67 

NCBI Description Xenopus laevis cDNA clone 27A6-1 

Seq. No. 293646 

Seq. ID LIB3066-032-Q1-K1-A6 

Method BLASTX 

NCBI GI g3063444 

BLAST score 391 

E value 5.0e-38 

Match length 110 

% identity 70 

NCBI Description (AC003981) F22013.5 [Arabidopsis thaliana] 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



293647 

LIB3066-032-Q1-K1-B12 

BLASTX 

g3386614 

245 

4.0e-21 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



94 
29 

(AC004 665) putative transcription factor SF3 [Arabidopsis 
thaliana] 

293648 

LIB3066-032-Q1-K1-B8 

BLASTX 

g2459445 

254 

5.0e-22 

96 

28 

{AC002332) putative ribonucleoprotein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID ^ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293649 

LIB3^6-032-Ql-Kl-Cll 

BLASTN 

g459267 

178 

2.0e-95 

359 

88 

Z.mays gene for HMG protein 
293650 

LIB3066-032-Q1-K1-C12 

BLASTX 

g4586042 

352 

2.0e-33 
135 
51 

(AC007020) 
thaliana] 



putative APG protein isolog [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



293651 

LIB3066-032-Q1-K1-C3 

BLASTX 

gl35099 

143 

5.0e-09 

114 

31 

ASPARTYL-TRNA SYNTHETASE (ASPARTATE~TRNA LIGASE) (ASPRS) 

>gi_68531_pir SYRTDT aspartate — tRNA ligase (EC 6.1.1.12) 

- rat >gi_203066 (J04487) aspartyl-tRNA synthetase [Rattus 
norvegicus] >gi_1773257 (U30812) aspartyl-tRNA synthetase 
[Rattus norvegicus] 

293652 

LIB3066-032-Q1-K1-D10 

BLASTX 

g3608412 

146 

4.0e-10 



40983 





65 




fid 




\r\£ \J 1 y <^ -J j ^Xt^L-GXll ^iiWO^ilCl L.CLOO ^ \^ LJLJ.CO^il.Ll_/X a.1 1 L, 11 dlL will 




ox y ^ Ud -L XXlILXLU J 


D e . IN lJ . 






LTB3066-032-O1-K1-D11 




BLASTX 


NCBI GI 


g4582488 


BLAST score 


220 


ill V ax Lie. 


7 . Oe-18 




J o 




/ / 




^ AT.Oy^l 7 f^fi ^ ■mTi";^ t "1 VP nmtpin F ATaHi dnr>9 1 <=i thalianal 

^.nXJ vr ^ X f \J (_> / La L> CL ^ X V ^ ^ L>^X11 x^X Cl>_/XxXWS^ wXt^ ^IIUIX-I. J 


oeq • INO » 




Seq. ID 


LIB3066-032-O1-K1-D8 

±j X i— ) —J w vj vj w ^ Z- S^x IV X Lyu 


1—11^^^^ 


BLASTX 


NCRT (il 

LN ' U X v-J X 


a2392772 


BLAST score 


253 


E value 


9.0e-22 


Ma "1" 1 pnrr'hVi 
iiduoii xdivj uii 


R2 


^ xUcXlLXL-Y 




jNuol jjescrxpuion 


^rlL/UUZOO^ y pULauXVe CnXUXOpXaoT- px cpilcila. L-c QXtJIiy U,X a. L.a.o t; 




r Zl T'aV^ 1 ^^/^r^Q TQ +~VialTanal 

l^fiX CtJ>JXUvJ^O X o OliCLX XClllCl. J 


beq. NO* 


^lyo boo 




XjXDJUUO S&x 1\X 1. *± 




OXirlO -L i>i 


NCBI GI 


g2062705 


BLAST score 


37 




9 np-1 1 

4C • VJG XX 


riarcn xenyrn 


o / 


^ xaenT,xi-y 


1 nn 
xuu 


lnojdx uescrxpi-xon 


ilUinan JJUUyxOpnXXXn \l31rj; UlrxiNri/ CUllipXtrLc U-v-lis 


C? j-\ >^ 

bec5' J>Jo. 






XiXiDOUuO ScX i\.X \J-7 






LVOOX OX 




BLAST score 


286 


E value 


l.Oe-25 


rlciUOil Xciiyi_il 


0 ft 


^ X(J.cIiLXL.y 


O 0 


iNUox uescriprxon 


\i\\^u\j f 1 1 jl ) puLai-xve xauLy acxa exongase Ljrt-raijxaopsxs 




■|~Ha1 1 anal 

l«illCLXXCI.J.lCl J 


beq, INO . 




OCv-j^. XL* 


Xj±SDO\J \J\J UJO S^X Jlii. ux 




ijXirlO 1 A. 


LN^UX wX 


\^ 4Lt ^ Ct. 


BLAST score 


161 


E value 


5.0e-ll 


Match length 


105 


% identity 


40 


NCBI Description 


(X57743) polygalacturonase [Zea mays] 



40984 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293658 

LIB3066-033-Q1-E1-D7 

BLASTX 

g626041 

174 

2.0e-12 

100 

44 

translation initiation factor elF- 



lA - wheat (fragment) 



Seq. No. 


O n '3 C Q 


Seq. ID 




Method 


BLAbiN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


7 . Oe-11 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


293660 


Seq. ID 


LIB3Q66-U33-Ql-Ki-AD 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


8 . Oe-11 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


293661 


Seq. ID 


LIB3UDD-U3o-Ql-ixi-D4 


Method 


BLASTN 


NCBI GI 


—on £^on n r 
g^UDZ / Uo 


BLAST score 


37 


E value 


2. Oe-11 


Match length 


49 


% identity 


67 


NCBI Description 


Human butyrophilin (BTF5) mRNA, complete cds 


Seq. No. 


293662 


Seq. ID 


LIB3066-033-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g4582459 


BLAST score 


221 


E value 


4.0e-18 


Match length 


62 


% identity 


73 


NCBI Description 


(AC007071) putative RanBP7/ import in protein 



thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



293663 

LIB3066-033-Q1-K1-G7 

BLASTX 

g283049 

382 

3.0e-37 



40985 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



87 
86 

polygalacturonase (EC 3.2.1.15) precursor {clone W2247) - 

maize (fragment) >gi_481079_pir S37718 polygalacturonase - 

maize >gi_22426_emb_CAA44248_ (X62384) polygalacturonase 
[Zea mays] >gi__287830_emb_CAA47234_ (X66692) 
polygalacturonase [Zea mays] 

293664 

LIB3066-033-Q1-K1-H10 

BLASTN 

g2062705 

36 

l.Oe-10 

36 
100 

Human butyrophilin (BTF5) mRNA, complete cds 
293665 

LIB3066-034-Q1-K1-A2 

BLASTN 

g433042 

85 

5.0e-40 

176 

86 

Zea mays W-22 clone PREM-IC retroelement PREM-1, partial 
sequence 

293666 

LIB3066-034-Q1-K1-A3 

BLASTX 

gl778095 

192 

l.Oe-14 

91 

42 

(U64903) putative sugar transporter; member of major 
facilitative superfamily; integral membrane protein [Beta 
vulgaris] 

293667 

LIB3066-034-Q1-K1-B10 

BLASTX 

g3738302 

170 

4.0e-12 

107 

40 

(AC005309) tubby-like protein [Arabidopsis thaliana] 
>gi_4249398 (AC006072) putative tubby protein [Arabidopsis 
thaliana] 

293668 

LIB3066-034-Q1-K1-D1 

BLASTX 

g2583129 



40986 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match ^length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



351 

2.0e-33 

91 

73 

(AC002387) putative methionine aminopeptidase [Arabidopsis 
thaliana] 

293669 

LIB3066-034-Q1-K1-F3 

BLASTX 

gll68749 

408 

5.0e-40 

113 

44 

CALMODULIN-6 >gi_1076298_pir S35187 calmodulin 6 - 

Arabidopsis thaliana >gi_16227_emb_CAA78059_ (Z12024) 
calmodulin [Arabidopsis thaliana] 

293670 

LIB3066-034-Q1-K1-G10 

BLASTX 

g4581150 

153 

3.0e-10 

88 
38 

(AC006919) hypothetical protein [Arabidopsis thaliana] 
293671 

LIB3066-034-Q1-K1-G3 

BLASTX 

g3152619 

261 

9.0e-23 

96 

56 

{AC004482) putative (s) -acetone-cyanohydrin lyase 

( (s) -hydroxynitrilase) , 3 'partial [Arabidopsis thaliana] 

293672 

LIB3066-035-Q1-K1-A3 

BLASTX 

g2605887 

190 

l.Oe-23 

78 

71 

(AF029242) dormancy-associated protein [Pisum sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



293673 

LIB3066-035-Q1-K1-A5 

BLASTX 

g444790 

141 

5.0e-09 

52 



40987 



% identity 

NCBI Description 



56 

nucleotide translocator [Arabidopsis thaliana] 



Seq. No. 


293674 


Seq. ID 


LIB3066-035-Q1-K1-A7 








y^-?Xr± 1 \J \J 




^ X u 


SZj V O. J_ Lie? 


2 . Oe-17 


rict UOli J.^11^J Uii 


70 




oo 




{ APfl n Q7 4 ^ "nni" i~ "i Vintnpnl^r) v ■nTot* ^^in FATflHi Hnn^? i*^ 1~}ir5l"i^5'n^5 


Seq, No, 


293675 


Seq. ID 


LIB3066-035-Q1-K1-B11 






KfPRT f^T 


rrl 777 '^7 


DJjrio J. scoire 


0 X X 


E value 


A no-R9 ^ 


na T-.cn xenyx-n 


X X 4 


^ icLentxuy 


7 ^ 




VJJ/OCfUO/ w O XaCLy aOXU Utroci CUXdoc [WXyZd odL-XVclJ 


Seq. No. 


293676 


Seq. ID 


LIB3066-035-Q1-K1-B7 


lYlG tnoQ. 


■QT aciTV 




rrO QQ m 7ri 


DLiiio i scoire 


yi 1 R 


E value 


* ue 41 X 


Match length 


1 no 

lUZ 


% identity 




LM^i3± ussdriptxon 


^/iXiUzzx^o; puuaT-xve prouexn Kxnase [/ixaDxaopsxs uiiaxxanaj 


Seq. No. 


293677 


Seq. ID 


LIB3066-035-Q1-K1-D10 




DXifio i A 




/t9 a a a 1 1 A 
gZ4 4l4 X / 41 


nJ_iAbi score 


Id / 


E value 


1 n^ o o 
1 , ue— zZ 


Match length 


Tin 
ixU 


% identity 


ox 


iML^ox uescixpi,xon 


{U94781) unconventional myosin [Helianthus annuus] 


Seq. No. 


293678 


Seq. ID 


LIB3066-035-Q1-K1-D11 


Mo"l~ /^/^ 


■RT AQTV 
nlo/ioi A 


iNv^DX \3± 


y 4 0 O 


DhHo i score 


1 c:Q 
XOO 


F. Vr5 1 1]P 


1 . Oe-10 


Match length 


36 


% identity 


81 


NCBI Description 


(AL021768) putative protein [Arabidopsis thaliana] 


Seq. No, 


293679 


Seq. ID 


LIB3066-035-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3063710 



40988 




BLAST score 


192 


ill V u. -i- 






inn 

± VJ u 


■o XU.CIJ.L.JL uy 


D D 








9 Q o (TO n 


Seq. ID 


1jj.LjO\J\J\j \J O U Sd-*- iV-L \3'± 


Method 


BLASTX 


NCBI GI 


g2853072 


BLAST score 


225 


Ei vctxu.^; 






± ^ O 


^ iaenx,iL,y 


A 0 


NT Ti "T O "V* T V\ "I- T 

tNk-.i3x jjeiscripx-xori 


^Aiiuzi/Doj putaizive protein L^^s-J^iciopsis rnaiianaj 


o^q • iNO • 


Z ^ J DO 1 


hJ C VJ • X.LJ 


j-txijJUOD ujj ivj. ni 


Method - 


- BLASTX - ' 


NCBI GI 


a4185139 


BLAST score 


440 


E value 


l.Oe-43 




1 


^ laenuiLy 




NCBI Description 


{AC005724) putative diacylglycerol kinase [Arabidopsis 




Lnallalia, J 


beq. JNO. 






li 1 13 J U O D U O D y 1 j\l 


Method 




NCBI GI 


g3355486 


BLAST score 


263 


E value 


0 . ue 


riai-cn xenqun 


Q A 
0 4 


% identity 


D / 


WrriT Hcs C5 r» V T r^4- -1 /-vT-i 

i>n^Dx uescnpL-ion 


(AC004218) unknown protein [Arabidopsis thaliana] 


beq. NO. 






JjxijOUOO uoo yi ^1 


Mpt bod 




NCBI GI 


al37460 


BLAST score 


178 


E value 


4.0e-13 


Match length 


72 


% identity 


53 


NCBI Description 


VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 



SUBUNIT) >gi_67952_pir PXPZV9 H+-transporting ATPase (EC 

3.6.1.35), vacuolar, 69K chain - carrot >gi__167560 (J03769) 
vacular H+-ATPase [Daucus carota] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



293684 

LIB3066-036-Q1-K1-C5 

BLASTX 

g71582 

143 

2.0e-09 
54 



40989 



% identity 

NCBI Description 



50 

tubulin alpha-1 chain - slime moid (Physarum polycephalum) 
(fragment) >gi_324 9_emb_CAA26477_ (X02625) alpha tubulin 
(aa 1-446) [Physarum polycephalum] 



Seq. No. 


293685 




j_ij.r50uQ0 uoD rvJL r ± 








y o QUO 4 




264 


Hi VCI-LU.C 






1 99 




o o 


NPRT Hp c'r'T'i Til" "i OTi 






crystallinum] 




Z ^ O DO D 


oeq. ±U 




rie unoct 


BItAbxN 




y^OOO Do 


DiiAoi score 


oy 


E value 


1 . Oe-24 


lYiaccn lengizn 


/ 0 




-3 O 






Seq. No, 


293687 


Seq. ID 


LIB3066-036-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g3913518 


BLAST score 


163 


E value 


1-Oe-ll 


Match length 


64 


% identity 


48 


NCBI Description 


3' {2M f 5'-BISPH0SPHATE 1 



mRNA, 943 nt] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



(3' (2' ) f 5-BISPHOSPHONUCLEOSIDE 3' {2 ') -PHOSPHOR YDROLASE) 
(DPNPASE) >gi_1103921 {U40433) 3 M2 M , 5 ' -bisphosphate 
nucleotidase [Arabidopsis thaliana] 

293688 

LIB3066-037-Q1-K1-F4 

BLASTN 

g2239261 

54 

5.0e-22 

106 

89 

Zea Mays mRNA for pectin methylesterase-like protein 
293689 

LIB3066-037-Q1-K1-F7 

BLASTX 

gl076809 

331 

7.0e-31 

147 

51 



40990 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



H+-transporting ATPase (EC 3.6.1.35) - maize 
>gi_758355__emb_CAA59800_ (X85805) H { + ) -transporting ATPase 
[Zea mays] 

293690 

LIB3066-038-Q1-K1-D6 

BLASTX 

g99809 

259 

l,0e-22 

97 

54 

gene BplO protein - rape >gi_17795_emb_CAA47177_ (X66608) 
Bplo [Brassica napus] 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293691 

LIB3066-038-Q1-K1-F11 

BLASTX 

g4510342 

177 

8.0e-13 

51 
65 

(AC006921) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293692 

LIB3066-038-Q1-K1-G2 

BLASTX 

gl843440 

145 

2.0e-09 

78 

44 

(Z70521) unknown [Cucumis melo] 
293693 

LIB3066-038-Q1-K1-G3 

BLASTX 

gl805654 

497 

2,0e-50 

128 

75 

{X99972) calmodulin-stimulated calcium-ATPase 
oleracea] 

293694 

LIB3066-038-Q1-K1-H5 

BLASTX 

g82708 

308 

3.0e-28 

86 

70 

Ocs-element binding factor 1 - maize 



[Brassica 



40991 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293695 

LIB3066-038-Q1-K1-H7 

BLASTX 

g3702317 

195 

6.0e-15 

59 
68 

{AC005397) unknown protein [Arabidopsis thaliana] 
>gi_4559376_gb_AAD23036.1_AC006526_l (AC006526) unknown 
protein [Arabidopsis thaliana] 



0 1^ M/^ 

oeq. JNO . 


^ J O D 


Seq. ID 


LIB3066-040-Q1-K1-A5 


Method 


BLASTN 




g^z 100 


BLAST score 




E value 


0 . ue-uy 


Match length 


A 1 
411 


% identity 




NCBI Description 


Triticum sp. mRNA for GRABl protein 


beq. NO. 




oeq. iJj 


lilDOUOO UfiU yi JaI 


Method 


BLASTX 


NCBI GI 


g2829867 


BLAST score 


154 


E value 


3.0e-10 


Match length 


128 


% identity 


30 


NCBI Description 


(AC002396) Hypothetical protein [Arabidops 


Seq. No. 


293698 


Seq. ID 


LIB3066-040-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g729882 


BLAST score 


471 


E value 


2.0e-47 


Match length 


122 


% identity 


71 


NCBI Description 


CASEIN KINASE II BETA' CHAIN (CK II) 



>gi_1076300_pir S47 968 casein kinase II (EC 2.7.1.-) beta 

chain CKB2 - Arabidopsis thaliana >gi_4 67 975 (U03984) 
casein kinase II beta subunit CKB2 [Arabidopsis thaliana] 
>gi_2245122_einb_CAB10544_ (Z97343) unnamed protein product 
[Arabidopsis thaliana] 



Seq. No. ' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293699 

LIB3066-040-Q1-K1-E7 

BLASTX 

g4539333 

216 

2.0e-17 

77 

55 

(AL035539) putative amino acid transport protein 
[Arabidopsis thaliana] 



40992 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293700 

LIB3066-040-Q1-K1-F2 

BLASTX 

g3108075 

209 

l.Oe-16 

59 

69 

(AF060797) putative beta-ureidopropionase [Manduca sexta] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293701 

LIB3066-040-Q1-K1-F6 

BLASTX 

g3420055 

258 

2,0e-22 

86 
65 

(AC004680) cyclophilin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293702 

LIB3066-042-Q1-K1-B10 

BLASTX 

g4239889 

363 

l.Oe-34 

135 

65 

(AB016802) MAP kinase 



5 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293703 

LIB3066-042-Q1-K1-E3 

BLASTX 

gl773014 

320 

9.0e-30 

82 
66 

(Y10338) chloride channel 



Stclcl [Solanxom tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293704 

LIB3066-042-Q1-K1-E9 

BLASTN 

g22542 

97 

4.0e-47 

145 

92 

Maize gene for Mr 19000 



alpha zein and 5 '-flanking region 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



293705 

LIB3066-042-Q1-K1-H4 

BLASTX 

g3135274 

342 

3.0e-32 



40993 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



116 
54 

{AC003058) putative beta-1, 3-endoglucanase [Arabidopsis 
thaliana] 

293706 

LIB3066-043-Q1-K1-A1 

BLASTN 

g3821780 

36 

l.Oe-10 

48 

67 

Xenopus laevis cDNA clone 27A6-1 
293707 

LIB3066-043-Q1-K1-A3 
BLASTX 
^629533 
^"'371 
l.Oe-35 
142 
52 

myosin heavy chain MYA3 - Arabidopsis thaliana (fragment) 
293708 

LIB3066-043-Q1-K1-B1 

BLASTX 

gl076800 

206 

3.0e-16 

95 

51 

L-ascorbate peroxidase (EC 1.11.1.11), cytosolic isozyme - 
maize >gi_600116__emb__CAA84406_ (Z34934) cytosolic ascorbate 

peroxidase [Zea mays] >gi_1096503_prf 2111423A ascorbate 

peroxidase [Zea mays] 

293709 

LIB3066-043-Q1-K1-B3 

BLASTX 

g2062155 

233 

2.0e-19 

75 

65 

(AC001645) mitochondrial processing peptidase alpha subunit 
precusor isolog [Arabidopsis thaliana] 

293710 

LIB3066-043-Q1-K1-D3 

BLASTX 

g4138647 

194 

3.0e-15 

83 

48 



40994 



(I 



NCBI Description (AJ011939) peroxidase [Trifolium repens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293711 

LIB3066-043-Q1-K1-E11 

BLASTX 

g82512 

576 

l.Oe-59 

127 

40 

ubiquitin precursor - rice (fragment) 

>gi_218189_dbj_BAA02241_ (Di2776) poly-ubiquitin [Oryza 
sativa] 



Seq. No. 


293712 


Seq. ID 


LIB3066-043-Q1-K1-F8 


Method 


BLASTN 


NCBI GI 


g4239888 


BLAST sco^e 


114 


E value 


2.0e-57 


Match length 


154 


% identity 


94 


NCBI Description 


Zea mays mRNA for MAP kinase 5, 


Seq. No. 


293713 


Seq- ID 


LIB3066-043-Q1-K1-F9 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


8.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6- 


Seq. No. 


293714 


Seq. ID 


LIB3066-043-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g464980 


BLAST score 


177 


E value 


7.0e-13 


Match length 


40 


% identity 


82 


NCBI Description 


UBIQUITIN-CONJUGATING ENZYME E2 



complete cds 



LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_166422 (L06967) 
ubiquitin carrier protein [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293715 

LIB3066-043-Q1-K1-G6 

BLASTX 

g4263717 

271 

5.0e-24 

83 

60 

(AC006223) putative inositol polyphosphate 5-phosphatase 
[Arabidopsis thaliana] 



40995 





9 0-371 c 




XlXOOUVU w*±-J St-*- -tx-L 00 




TIT aCJOTNT 


NCBI GI 


g255568 


BLAST score 


72 


E value 




v'la.L.cn ±engLn 




ia.enTi.iii.y 






^WXXOil O^CV_fXXXO ^XWUCXil l_ ^00. ILLOyO V.^^Xil 


beg • INO . 


0 0*57 1 7 


Clorr in 
o t;^^ • X i-/ 


XiXO^^UW Utt S^-^ ii-X JjO 




JDXiz-lO 1 IN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


0 . ue—11 


Match length 


4 0 


% identity 


an 
0 / 


MOTS T a V T 1^+" i r\T> 

lnOoi uescxipLiun 


AenopuS Xa.evXo OULNil OXOIie Z //iD ± 


oec5» INO. 


z y J / xo 


O trt^ • X U 


XiXDOUUD U *± *± Ssi-^ IVX V^X 


ric L.I1UU. 




NCBI GI 


g3540182 


BLAST score 


296 


E value 


0 . ue— z / 


IXlatcn lengtn 


ioi 


% identity 


50 


NCBI Description 


(ACUU41zZ) Unknown protein LAraDidopsi 


Seq. No, 


zyj /ly 


oeq. xjj 


JjXOOU D D U 4 ^ Si -L ^ -«- ■'-' 0 


rieX-IiOU. 


■RT a CITY 


■VTPT5T CT 


rrA ^"5 QO 09 

g^ Do yz yz 


Djj/io i score 




E value 


8.0e-32 


Match length 


85 


% identity 


72 


NCBI Description 


{AL049480) putative ribosomal protein 




thaliana] 



mRNA, 943 nt] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293720 

LIB3066-044-Q1-K1-E10 

BLASTX 

g2832245 

738 

l.Oe-78 

144 

93 

{AF031569) hypothetical protein [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



293721 

LIB3066-044-Q1-K1-E11 

BLASTN 

g2062705 

36 

l.Oe-10 



40996 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36 
100 

Human butyrophilin (BTF5) itiRNA, complete cds 



293722 

LIB3066-044-Q1-K1-G12 

BLASTN 

g2062705 

36 

8.0e-ll 

36 

100 

Human butyrophilin (BTF5) 



mRNA, complete cds 



293723 

LIB3066-044-Q1-K1-H9 

BLASTX 

gl777312 

202 

9.0e-16 

72 

53 

(D30622) novel serine/threonine protein kinase [Arabidopsis 
thaliana] 

293724 

LIB3066-045-Q1-K1-A6 

BLASTX 

gl346756 

173 

l,0e-12 

69 

51 

SERINE/THREONINE PROTEIN PHOSPHATASE PPl ISOZYME 3 

>gi_421852_pir S31087 phosphoprotein phosphatase (EC 

3.1.3.16) 1 catalytic chain (clone T0PP3) - Arabidopsis 
thaliana >gi_166799 (M93410) phosphoprotein phosphatase 1 





[Arabidopsis thaliana] 


Seq. No. 


293725 


Seq. ID 


LIB3066-045-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g3046695 


BLAST score 


178 


E value 


7.0e-22 


Match length 


84 


% identity 


68 


NCBI Description 


(AL022224) putative protein 


Seq, No. 


293726 


Seq. ID 


LIB3066-045-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl632768 


BLAST score 


166 


E value 


2.0e-ll 


Match length 


37 


% identity 


84 



40997 



NCBI Description (D84408) calciiom dependent protein kinase [Zea mays] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293727 

LIB3066-045-Q1-K1-D6 

BLASTX 

gll71005 

159 

8.0e-ll 

100 
41 

MAJOR POLLEN ALLERGEN HOL L 1 PRECURSOR (HOL L I) 

>gi_1085628_pir S38581 allergen Hol-ll - Holcus lanatus 

>gi_414703__erab_CAA81610_ (Z27084) allergen Hol-ll [Holcus 
lanatus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293728 

LIB3066-045-Q1-K1-E2 

BLASTX 

g4185139 

271 

5.0e-24 

96 

54 

(AC005724) putative diacylglycerol kinase [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293729 

LIB3066-045-Q1-K1-E5 

BLASTX 

g4558666 

165 

2.0e-ll 

142 

35 

{AC007063) putative Na/H antiporter isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293730 

LIB3066-045-Q1-K1-F12 

BLASTX 

g2252840 

381 

l.Oe-36 

141 

56 

(AF013293) contains regions of similarity to Haemophilus 
influenzae permease (SP:P38767) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293731 

LIB3066-045-Q1-K1-G7 

BLASTX 

gll97461 

310 

8.0e-34 

113 

65 

{X78819) casein kinase 



I [Arabidopsis thaliana] 



40998 



11 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293732 

LIB3066-046-Q1-K1-D5 

BLASTN 

g2062705 

36 

9.0e-ll 

36 

100 

Human butyrophilin {BTF5) mRNA, complete cds 
293733 

LIB3066-046-Q1-K1-F2 

BLASTX 

g3024122 

449 

7 .Oe-45 

108 

82 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) >gi_1778821 
(U82833) S-adenosyl-L-methionine synthetase [Oryza sativa] 



Seq. No. 


293734 


Seq. ID 


LIB3066-04 6-Q1-K1-F7 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


9. Oe-11 


Match length 


48 


% identity 


67 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


293735 


Seq. ID 


LIB3066-047-Q1-K1-A1 


Method 


BLASTN 


NCBI GI 


g4160401 


BLAST score 


49 


E value 


9.0e-19 


Match length 


89 


% identity 


89 


NCBI Description 


Zea mays eIF-5 gene, exons 1-2 


Seq. No. 


293736 


Seq. ID 


LIB3066-047-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


gll97461 


BLAST score 


265 


E value 


4.0e-23 


Match length 


59 


% identity 


80 


NCBI Description 


(X78819) casein kinase I [Arabidops 


Seq. No. 


293737 


Seq, ID 


LIB3066-047-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


gl076315 



40999 



II 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



297 

5,0e-27 

124 
45 

cytochrome P450 - Arabidopsis thaliana 
>gi_853719_emb_CAA60793_ (X87367) CYP90 protein 
[Arabidopsis thaliana] >gi_871988_einb_CAA60794_ (X87368) 
CyP90 protein [Arabidopsis thaliana] 



Seq, No. 


293738 


Seq. ID 


LIB3066-047-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g2624498 


BLAST score 


358 


E value 


4 . Oe-34 


Match length 


90 


% identity 


73 


NCBI Description 


Crystal Structure Of Barley Grain Peroxidase 


Seq. No. 


293739 


Seq. ID 


LIB3066-047-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g4585142 


BLAST score 


464 


E value 


2.0e-4 6 


Match length 


135 


% identity 


67 


NCBI Description 


(AF088276) NADPH oxidase; gp91; phox homo log 




esculentum] 


Seq. No. 


293740 


Seq. ID 


LIB3066-047-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


gl710841 


BLAST score 


337 


E value 


l.Oe-31 


Match length 


91 


% identity 


74 



[Lycopersicon 



NCBI Description 



ADENOSYLHOMOCYSTEINASE (S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi__7 58247_emb_CAA56278_ {X79905) 
S-adenosylhomocysteine hydrolase [Phalaenopsis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293741 

LIB3066-047-Q1-K1 -G6 

BLASTX 

g40G6888 

168 

7.0e-12 

77 

44 

(Z99708) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



293742 

LIB3066-048-Q1-K1-A9 

BLASTX 

g4138920 

144 



41000 



E value 
Match length 
% identity 
NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 




# 



6.0e-09 

74 

43 

(AF059491) expansin [Lycopersicon esculentum] 
293743 

LIB3066-048-Q1-K1-B3 

BLASTX 

g22380 

459 

7.0e-46 

117 

80 

(X59714) CAAT-box DNA binding protein subunit B 
[Zea mays] 



(NF-YB) 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293744 

LIB3066-048-Q1-K1-B4 

BLASTX 

g3236250 

145 

2.0e-09 

38 

66 

{AC004684) hypothetical protein [Arabidopsis thaliana] 
293745 

LIB3066-048-Q1-K1-D7 

BLASTX 

gl657619 

182 

2.0e-13 

110 

37 

(U72504) G5p [Arabidopsis thaliana] >gi_3068710 (AF049236) 
putative transmembrane protein G5p [Arabidopsis thaliana] 

293746 

LIB3066-048-Q1-K1-F1 

BLASTX 

g2984709 

339 

5.0e-32 

66 

97 

(AF0534 68) DnaJ-related protein ZMDJl [Zea mays] 
293747 

LIB3066-048-Q1-K1-H4 

BLASTX 

gl332579 

350 

2.0e-33 



{X98063) polyubiquitin [Pinus sylvestris] 



41001 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI De^^cription 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293748 

LIB30 66-04 9-Q1-K1-A7 

BLASTN 

g4416300 

105 

6.0e-52 

312 

88 

Zea mays chromosome 4 22 kDa 
region, complete sequence 



zein-associated intercluster 



Seq. No. 
Seq. ID 



293749 

LIB3066-049-Q1-K1-B3 

BLASTX 

gl076813 

323 

3.0e-30 

88 
73 

initiator-binding protein - maize 
293750 

LIB3066-050-Q1-K1-C4 

BLASTX 

gll69754 

160 

5.0e-ll 

65 

54 

CELL DIVISION PROTEIN FTSH HOMOLOG >gi_2126621_pir S28533 

tma protein - Lactococcus lactis >gi_4 4027_emb_CAA4887 7_ 
{X69123) Tma protein [Lactococcus lactis] 

293751 

LIB3066-050-Q1-K1-C6 

BLASTX 

g2213871 

315 

4.0e-29 

119 

61 

{AF003126) poly (A) -binding protein [Mesembryantheiaum 
crystallinxim] 

293752 

LIB3066-050-Q1-K1-C9 

BLASTX 

g4263717 

216 

2,0e-17 

75 

53 

{AC006223) putative inositol polyphosphate 5-phosphatase 
[Arabidopsis thaliana] 

293753 

LIB3066-050-Q1-K1-E11 



41002 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2425066 

312 

7.0e-29 

66 

89 

{AF019147) cysteine proteinase Mir3 [Zea mays] 



Seq, No. 
Seq. ID 
Method 
NCBI GI 



293754 

LIB3066-050-Q1-K1-E6 

BLASTN 

g639721 



BLAST score 


103 


E value 


l.Oe-50 


Match length 


312 


% identity 


86 


NCBI Description 


Zea mays calcium-dependent protein kinase (CDPK) gene. 




exons 1-7 and partial cds 


Seq. No. 


293755 


Seq, ID 


LIB3066-050-Q1-K1-G12 


Method 


BLAblX 


NCBI GI 


g2149127 


BLAST score 


213 


E value 


5.0e-17 


Match length 


113 


% identity 


39 


NCBI Description 


(U81293) UDP-glucose:indole-3-acetate 


beta-D-glucosyltransf erase [Arabidopsis thaliana] 


Seq. No. 


293756 


Seq. ID 


LlboU b b— UO 1— j\X— I3J-1 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


6.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq, No. 


293757 


Seq. ID 


LIB3066-051-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g3785983 


BLAST score 


172 


E value 


3.0e-12 


Match length 


70 


% identity 


46 


NCBI Description 


(AC005560) hypothetical protein [Arabidopsis thaliana] 


Seq, No. 


293758 


Seq. ID 


LIB3066-051-Q1-K1-D7 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


l.Oe-10 


Match length 


48 



41003 




% identity 67 

NCBI Description Xenopus laevis cDNA clone 27A6-1 
293759 

LIB3066-051-Q1-K1-H12 
BLASTX 
g4510373 
162 

4.0e-ll 
72 

43 . 
(AC007017) putative harpin- induced protein [Arabxdopsis 

thaliana] 
293760 

LIB3066-052-Q1-K1-A1 
BLASTX 
gl703200 
229 

6.0e-19 
70 
64 

PROTEIN KINASE AFC2 >gi_601789 (U16177) protein kinase 
[Arabidopsis thaliana] >gi_642130_dbj_BAA08214_ (D45353) 
protein kinase [Arabidopsis thaliana] 

>gi_4220516_einb_CAA22989__ (AL035356) protein kinase (AFC2) 
[Arabidopsis thaliana] 

Seq, No. 293761 

Seq. ID LIB3066-052-Q1-K1-C1 

Method BLASTN 

NCBI GI g558364 

BLAST score 89 

E value 2.0e-42 

Match length 113 

% identity 95 

NCBI Description Z.mays mRNA for ADP-glucose pyrophosphorylase 

Seq. No. 293762 

Seq. ID LIB3066-052-Q1-K1-D2 

Method BLASTX 

NCBI GI gl314711 

BLAST score 314 

E value 7.0e-29 

Match length 70 

% identity 81 r i^-^ • 

NCBI Description {U54615) calcium-dependent protein kinase [Arabidopsis _ 

thaliana] >gi_3068712 (AF049236) calcium dependent protein 

kinase [Arabidopsis thaliana] 

Seq. No. 293763 

Seq. ID LIB3066-052-Q1-K1-D9 

Method BLASTX 

NCBI GI g3236238 

BLAST score 326 

E value 3.0e-30 

Match length 129 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41004 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55 

{AC004684) putative ARFl GTPase activating protein 
[Arabidopsis thaliana] >gi_4519792_dbj_BAA75744 . 1_ 
(AB017876) Aspl [Arabidopsis thaliana] 

293764 

LIB3066-052-Q1-K1-E10 

BLASTN 

g313141 

229 

l.Oe-126 

319 

96 

Z.mays ZmPR03 mRNA for profilin 



293765 

LIB3066-052-Q1-K1-E2 

BLASTX 

g2293566 

518 

8.0e-53 

105 

97 

(AF012896) ADP-ribosylation factor 1 



[Oryza sativa] 



293766 

LIB3066-052-Q1-K1-G6 

BLASTX 

g3047098 

345 

2.0e-44 

142 
73 

{AF058826) similar to eukaryotic protein kinase domains 
(Pfam: pkinase.hmm, score: 171.43) [Arabidopsis thaliana] 



Seq. No. 


293767 


Seq. ID 


LIB3066-052-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g286124 


BLAST score 


506 


E value 


2.0e-51 


Match length 


143 


% identity 


75 


NCBI Description 


(D14577) glutamine synthet< 


Seq. No. 


293768 


Seq. ID 


LIB3066-053-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g4586031 


BLAST score 


274 


E value 


3.0e-24 


Match length 


63 


% identity 


83 


NCBI Description 


(AC007109) unknown protein 


Seq. No. 


293769 



41005 




Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq- No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3066-053-Q1-K1-D2 

BLASTX 

g3367582 

152 

7.0e-10 

69 

45 

{AL031135) putative protein [Arabidopsis thaliana] 
293770 

LIB3066-053-Q1-K1-D4 

BLASTX 

g531389 

347 

l.Oe-32 

127 

54 

{U12626) copia-like retrotransposon Hopscotch polyprotein 
[2ea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293771 

LIB3066-053-Q1-K1-F4 

BLASTX 

g4138914 

152 

4.0e-10 

58 

50 

(AF059488) expansin precursor 



[Lycopersicon esculentum] 



Seq. No. 


293772 


Seq. ID 


LIB3066-053-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g2529707 


BLAST score 


419 


E value 


3.0e-41 


Match length 


113 


% identity 


68 


NCBI Description 


(AF001434) Hpast [Homo sapiens 


Seq. No- 


293773 


Seq. ID 


LIB3066-053-Q1-K1-H11 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


48 


% identity 


67 


NCBI Description 


Xenopus laevis cDNA clone 27A6 


Seq. No. 


293774 


Seq. ID 


LIB3066-054-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g4581150 


BLAST score 


464 


E value 


l.Oe-46 


Match length 


128 



41006 




% identity 


41 


NCBI Description 


(AC006919) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


293775 


Seq. ID 


LIB3066-054-Q1-K1-D12 


Method 


BLASTN 






BLAST score 


36 


E value 


9.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq, No. 


293776 


Seq. ID 


LIB3066-054-Q1-K1-D7 


Method 


BLASTN 


iN V_/ D X \Jd. 


a3452301 


BLAST score 


107 


E value 


4.0e-53 


Match length 


119 


% identity 


97 


NCBI Description 


Zea mays retrotransposon Kake-1 5' LTR, partial sequence 


Seq. No. 


293777 


Seq. ID 


LIB3066-054-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g4586107 


iJiiiioi score 




E value 


2.0e-47 


Match length 


143 


% identity 


12 


NCBI Description 


(AL049638) putative disease resistance protein [Arabidops 




thaliana] 


Seq. No. 


293778 


Seq. ID 


LIB3066-054-Q1-K1-E10 


Method 


BLASTX 




a902586 


BLAST score 


490 


E value 


l.Oe-49 


Match length 


124 


% identity 


18 


NCBI Description 


(U29162) ubiquitin [Zea mays] 


Seq. No. 


293779 


Seq. ID 


LIB3066-054-Q1-K1-E9 


Method 


BLASTN 


'NTr''RT (ZT 
LN Ij X Vj X 




BLAST score 


74 


E value 


2.0e-33 


Match length 


78 


% identity 


99 


NCBI Description 


Z.mays dek34 gene 


Seq. No. 


293780 


Seq. ID 


LIB3066-054-Q1-K1-F10 


Method 


BLASTX 



41007 




# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4539377 
150 

6.0e-10 

73 

44 

(AL049525) acyl-CoA synthetase-like protein (fragment) 
[Arabidopsis thaliana] 

293781 

LIB3066-054-Q1-K1-G6 

BLASTX 

gl946329 

276 

2.0e-24 

82 

67 

{U69154) prohibitin [Nicotiana tabacum] 
2 93782 

LIB3066-055-Q1-K1-A5 

BLASTX 

g4587573 

252 

l.Oe-21 

127 
42 

{AC006550) Similar to clathrin assembly protein gb_AF041374 
(CALM) from Rattus norvegicus . [Arabidopsis thaliana] 



Seq. No. 


293783 


Seq. ID 


LIB3066-055-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g4544438 


BLAST score 


200 


E value 


2.0e-15 


Match length 


94 


% identity 


47 


NCBI Description 


(AC0G6592) hypotheti 


Seq, No. 


293784 


Seq. ID 


LIB3Q66-055-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


gl29940 


BLAST score. 


603 


E value 


8.0e-63 


Match length 


126 


% identity 


90 


NCBI Description 


EXOPOLYGALACTURONASE 



ECURSOR (EXOPG) (PECTINASE) 
(GALACTURAN 1, 4-ALPHA-GALACTURONIDASE) 

>gi_100911_pir S18570 polygalacturonase (EC 3.2.1.15) 

precursor - maize >gi_22417_emb_CAA40850__ (X57627) 
polygalacturonase [Zea mays] >gi_22419_emb__CAA4424 9_ 
{X62385) polygalacturonase [Zea mays] 

>gi_288374_emb_CAA46679_ (X65844) polygalacturonase [Zea 
mays] 



Seq. No. 



293785 



41008 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 




LIB3066-055-Q1-K1-H9 

BLASTX 

g2183223 

164 

2.0e-ll 

63 

56 

(AF002017) arginine decarboxylase [Dianthus caryophyllus] 
293786 

LIB3066-056-Q1-K1-A4 

BLASTX 

g2827520 

237 

7.0e-20 

131 
40 

(AL021633) receptor kinase - like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



293787 

LIB3066-056-Q1-K1-A6 

BLASTN 

g2244788 

46 

l.Oe-16 

74 

91 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

293788 

LIB3066-056-Q1-K1-B8 

BLASTX 

g2288981 

452 

5.0e-45 

135 

64 

{AC002335) calcium binding protein isolog [Arabidopsis 
thaliana] >gi_3763938 {AC004450) putative calcium binding 
protein [Arabidopsis thaliana] 

2 93789 

LIB3066-056-Q1-K1-D11 

BLASTN 

g22458 

185 

l.Oe-99 

281 

91 

Z.mays pollen specific mRNA C-terminal (clone 4H7) 
293790 

LIB3066-056-Q1-K1-E12 

BLASTX 

g3643607 



41009 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



479 

3.0e-48 

114 

74 

(AC005395) unknown protein [Arabidopsis thaliana] 
293791 

LIB3066-056-Q1-K1-E7 

BLASTX 

g3482932 

434 

5.0e-43 

121 

64 

{AC003970) Hypothetical protein [Arabidopsis thaliana] 
293792 

LIB3066-056-Q1-K1-G12 

BLASTX 

g3292833 

152 

6.0e-10 

73 

42 

(AL031018) putative membrane protein [Arabidopsis thaliana] 
293793 

LIB3066-056-Q1-K1-G2 

BLASTX 

g4376203 

380 

l.Oe-36 

153 

51 

(U35226) putative cytochrome P-450 [Nicotiana 
plumbaginifolia] 



Seq. No. 293794 

Seq. ID LIB3066-056-Q1-K1-G4 

Method BLASTX 

NCBI GI g3128176 

BLAST score 175 

E value 2.0e-12 

Match length 66 

% identity 45 . ^ ■ i 

NCBI Description (AC004521) unJcnown protein [Arabidopsis thaliana] 

Seq. No. 293795 

Seq. ID LIB3066-056-Q1-K1-G8 

Method BLASTX 

NCBI GI g639722 

BLAST score 813 

E value 2,0e-87 

Match length 159 

% identity 97 

NCBI Description {L27484) calcium-dependent protein kinase [Zea mays] 



41010 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293796 

LIB3066-056-Q1-K1-H2 

BLASTN 

g639721 

75 

5.0e-34 

110 

93 

Zea mays calciiom-dependent protein kinase 
exons 1-7 and partial cds 



(CDPK) gene, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293797 

LIB3066-056-Q1-K1-H8 

BLASTX 

gl23078 

180 

4.0e-13 

143 
30 

BETA-HEXOSAMINIDASE ALPHA CHAIN PRECURSOR 
(N-ACETYL-BETA-GLUCOSAMINIDASE ) 

( BETA-N-ACET YLHEXOSAMINI DASE ) >gi_8 409 2__pir ^A3 0766 

beta-N-acetylhexosaminidase (EC 3.2.1.52) A precursor - 
slime mold (Dictyostelium discoideum) >gi_167841 (J04065) 
beta-N-acetylhexosaminidase precursor (EC 3.2.1.52) 

[Dictyosteliiim discoideum] 

293798 

LIB3067-001-Q1-K1-A4 

BLASTX 

gl053059 

255 

2.0e-22 

66 

79 

(U38423) histone H3 [Triticum aestivum] 
293799 

LIB3067-001-Q1-K1-B4 

BLASTX 

g4038030 

160 

5.0e-ll 

76 

50 

(AC005936) putative protein kinase, 5' partial [Arabidops 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293800 

LIB3067-001-Q1-K1-B6 

BLASTX 

g485459 

162 

4.0e-ll 

82 
37 

hypothetical protein 



2 (phaCl 5* region) - Pseudomonas 



41011 





aeruginosa >gi_45390_einb__CAA47150_ 
[Pseudomonas aeruginosa] 



(X66592) 0RF2 



P!pcf No. 


293801 


Seq. ID 


LIB3067-001-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


gl419370 


BLAST score 


207 


E value 


l.Oe-16 


Match length 


64 


% identity 


67 


NCBI Description 


(X97726) actin depolymerizing 


Seq. No. 


293802 


Seq. ID 


LIB3067-001-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g4558672 


BLAST score 


144 


E value 


5.0e-09 


Match length 


64 


% identity 


44 


NCBI Description 


(AC007063) putative 1,3-beta- 




thaliana] 


Seq. No. 


293803 


Seq. ID 


LIB3067-001-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 


151 


E value 


6.0e-10 



factor [Zea mays] 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



63 
52 

(AF034 945) glycine-rich RNA binding protein [Zea mays] 
293804 

LIB3067-001-Q1-K1-E11 

BLASTN 

g3821780 

36 

7.0e-ll 

48 

67 

Xenopus laevis cDNA clone 27A6-1 



293805 

LIB3067-001-Q1-K1-G10 

BLASTX 

gl001935 

347 

l.Oe-32 

137 

56 

(X81199) ZMMl [Zea mays] 
protein [Zea mays] 



>gi_1167914 (U31522) MADS box 



293806 

LIB3067-001-Q1-K1-H6 



41012 



Method 


f 1 

BLASTX 


NCBI GI 


g82696 


BLAST score 


227 


E value 


6.0e-19 


Match length 


55 


% identity 


78 


NCBI Description 


glycine 




22293 emb CAA43431 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293807 

LIB3067-002-Q1-K1-A12 

BLASTX 

g3342821 

477 

5.0e-48 

114 

77 

(AF076954) eukaryotic translation initiation factor small 
subunit [Zea mays] 

293808 

LIB3067-002-Q1-K1-B10 ' 

BLASTN 

g3851332 

180 

9.0e-97 

315 
100 

Z.mays mRNA for putative MADS-domain transcription factor, 
ZMM7 



Seq. No. 


293809 


Seq. ID 


LIB3067-002-Q1-K1-B3 


Method 


BLASTN 


NCBI GI 


g287829 


BLAST score 


73 


E value 


5.0e-33 


Match length 


97 


% identity 


94 


NCBI Description 


Z.mays gene for polygalacturonase 


Seq. No- 


293810 


Seq. ID 


LIB3067-002-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


gl5040Q8 


BLAST score 


222 


E value 


4.0e-18 


Match length 


92 


% identity 


52 


NCBI Description 


(D86967) Containing ATP/GTP-binding 



alpha-mannosidase(Pl:B54407) [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



293811 

LIB3067-002-Q1-K1-D4 

BLASTX 

g4567310 



41013 





BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306 

6.0e-28 

99 

71 

(AC005956) unknown protein [Arabidopsis thaliana] 
293812 

LIB3067-002-Q1-K1-D8 

BLASTX 

gl749576 

148 

6.0e-10 

66 

48 

(D89184) similar to Saccharomyces cerevisiae acetyl-CoA 
acetyltransferase, SWISS-PROT Accession Number P41338 
[Schizosaccharomyces pombe] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293813 

LIB3067-002-Q1-K1-F11 

BLASTN 

g2832242 

301 

l.Oe-169 

414 

95 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 
293814 

LIB3067-002-Q1-K1-F4 

BLASTX 

gl370603 

248 

9.0e-22 

67 

75 

(X98245) annexin p35 [Zea mays] 
293815 

LIB3067-002-Q1-K1-F5 

BLASTX 

gl370603 

217 

5.0e-18 

69 

71 

(X98245) annexin p35 [Zea mays] 
293816 

LIB3067-002-Q1-K1-G7 

BLASTN 

gl778146 

172 

6.0e-92 

292 
90 

Zea mays plastid phosphate/phosphoenolpyruvate translocator 



41014 




precursor (MZPPTl) mRNA, complete cds 



293817 

LIB3067-003-Q1-K1-A10 
BLASTX 
gl084457 
329 

l.Oe-30 
142 
54 

elongation factor 1-beta - Rice >gi_432368_dbj_BAA04 903_ 
(D23674) elongation factor 1 beta [Oryza sativa] 

Seq. No. 293818 

Seq. ID LIB3067-003-Q1-K1-H11 

Method BLASTN 

NCBI GI gl68500 

BLAST score 86 

E value 2.0e-40 

Match length 122 

% identity 93 

NCBI Description Maize (Zea mays) histone H4 gene (H4C14), complete cds 

Seq. No. 293819 

Seq. ID LIB3067-004-Q1-K1-A4 

Method BLASTX 

NCBI GI g3935169 

BLAST score 173 

E value 2.0e-12 

Match length 66 

% identity 56 

NCBI Description (AC004557) F17L21,12 [Arabidopsis thaliana] 

Seq. No. 293820 

Seq, ID LIB3067-004-Q1-K1-C11 

Method BLASTX 

NCBI GI g2492519 

BLAST score 159 

E value 3.0e-ll 

Match length 42 

% identity 76 

NCBI Description 26S PROTEASE REGULATORY SUBUNIT 7 {26S PROTEASOME SUBUNIT 

7) >gi_1395191_dbj_BAA13021_ (D86121) 26S proteasome ATPase 
subunit [Spinacia oleracea] 

Seq. No. 293821 

Seq. ID LIB3067-004-Q1-K1-C5 

Method BLASTX 

NCBI GI gll70182 

BLAST score 199 

E value 2.0e-15 

Match length 87 

% identity 51 

NCBI Description TRANSCRIPTION FACTOR HBP-IB >gi_47 97 93_pir S35439 

transcription factor HBP-lb homolog - Arabidopsis thaliana 
>gi_217827_dbj_BAA00933_ (D10042) AHBP-lb [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41015 



Seq. No. 


293822 


Seq. ID 


LIB3067-004- 


Method 


BLASTN 


NCBI GI 


g22292 


BLAST score 


56 


E value 


4.0e-23 


Match length 


80 ^ 


% identity 


93 


NCBI Description 


Z.mays mRNA 


Seq. No. 


293823 


Seq. ID 


LIB3067-004- 


Mpt hod 


BLASTN 


NCBI GI 


g22338 


BLAST score 


78 


E value 


9.0e-36 


Match length 


158 


%. .identity 


88 


NCfel Description 


Maize mRNA 


Seq. No. 


293824 


Seq. ID 


LIB3067-004 


Method 


BLASTX 


NCBI GI 


g3559935 


BLAST score 


186 


E value 


5.0e-14 


Match length 


57 


% identity 


63 


NCBI Description 


(AJ005253) 



•Ql-Kl-Ell 



for glycine-rich protein 



musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293825 

LIB3067-004-Q1-K1-H5 

BLASTX 

g4102600 

285 

l.Oe-25 

119 

51 

{AF013467) ARF6 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293826 

LIB3067-005-Q1-K1-A12 

BLASTX 

gl524370 

248 

4.0e-21 

82 

55 

{X92491) TOM20 [Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



293827 

LIB3067-005-Q1-K1-B1 

BLASTX 

g2984709 



41016 




BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 

184 

3.0e-14 

61 
61 

(AF053468) DnaJ-related protein ZMDJl [Zea mays] 
293828 

LIB3067-005-Q1-K1-B4 

BLASTX 

g3152613 

153 

l.Oe-10 

39 

67 

(AC004482) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


293829 


Seq. ID 


LIB3067-005-Q1-K1-B5 


Method 


BLASTN 


NCBI GI 


g2668739 


BLAST score 


267 


E value 


l.Oe-148 


Match length 


294 


% identity 


98 


NCBI Description 


Zea mays translation initic 




complete cds 


oeq . iNu ■ 


293830 


Seq. ID 


LIB3067-005-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g3831453 


BLAST score 


149 


E value 


l.Oe-09 


Match length 


54 


% identity 


43 


NCBI Description 


(AC005700) unknown protein 


Seq. No. 


293831 


Seq. ID 


LIB3067-006-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


gl076800 


BLAST score 


285 


E value 


7.0e-26 


Match length 


69 


% identity 


80 


NCBI Description 


L-ascorbate peroxidase (EC 




maize >gi_600116_emb_CAA84^ 




peroxidase [Zea mays] >gi_ 




peroxidase [Zea mays] 


Seq. No, 


293832 


Seq. ID 


LIB3067-006-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3202030 


BLAST score 


228 


E value 


8.0e-19 


Match length 


71 



G0S2 (TIF) mRNA, 



[Arabidopsis thaliana] 



1.11.1.11), cytosolic isozyme - 
106 (Z34934) cytosolic ascorbate 



41017 



% identity 

NCBI Description 



Seg. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



59 

{AF069318) geranylgeranyl hydrogenase [Mesembryanthemum 
crystallinum] 



293833 

LIB3067-006-Q1-K1-F2 

BLASTX 

g3844597 

209 

l.Oe-16 

110 

41 

(U28941) contains similarity to human copine I 
[Caenorhabditis elegans] 



{GB:U83246) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293834 

LIB3067-006-Q1-K1-H1 

BLASTX 

g4263791 

227 

3.0e-32 
100 
79 

(AC006068) 
thaliana] 



putative receptor protein kinase [Arabidopsis 



Seq. No. 


293835 


Seq. ID 


LIB3067-007-Q1-K1-B5 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


7,0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


293836 


Seq. ID 


LIB3067-007-Q1-K1-C7 


Method 


BLASTN • 


NCBI GI 


g311238 


BLAST score 


49 


E value 


5.0e-19 


Match length 


77 


% identity 


92 


NCBI Description 


Z.mays catl gene for catalase 


Seq. No. 


293837 


Seq. ID 


LIB3067-007-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g2443329 


BLAST score 


224 


E value 


2.0e-18 


Match length 


43 


% identity 


91 


NCBI Description 


(D86122) Mei2-like protein [Arab 


Seq. No. 


293838 



41018 




Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3067-007-Q1-K1-E3 

BLASTX 

g585661 

330 

5.0e-31 

97 
69 

PEROXIDASE PRECURSOR >gi_287401_dbj_BAA03644_ {D14997) 
peroxidase [Oryza sativa] 

293839 

LIB3067-007-Q1-K1-E5 

BLASTX 

gl22085 

388 

l.Oe-37 

83 

96 

HISTONE H3 >gi_81641_pir S06250 histone H3 - Arabidopsis 

thaliana >gi_82482_pir S04099 histone H3 (variant H3R-21) 

- rice >gi_1362194_pir S57 626 histone H3 - maize 

>gi_20251_emb_CAA31969_ {X13678) histone H3 (AA 1-136) 
[Oryza sativa] >gi_20253_emb_CAA31970_ (X13680) histone H3 
(AA 1-136) [Oryza sativa] >gi_168493 (M36658) histone H3 
(H3C3) [Zea mays] >gi_168495 (M13378) histone H3 [Zea mays] 
>gi_168497 (M13379) histone H3 [Zea mays] >gi_168506 
{M35388) histone H3 [Zea mays] >gi__169655 (M77493) histone 
H3 [Petroselinum crispum] >gi_169657 {M77494) histone H3 
[Petroseliniom crispum] >gi__169659 (M774 95) histone H3 
[Petroselinum crispum] >gi_387565 (M17130) histone H3 
[Arabidopsis thaliana] >gi_387567 (M17131) histone H3 
[Arabidopsis thaliana] >gi_88 6738_emb_CAA59111_ (X84377) 
histone 3 [Zea mays] >gi_1040764 (M35387) histone H3 
[Arabidopsis thaliana] >gi__1314779 (U54827) histone H3 
homolog [Brassica napus] >gi__15317 54_emb_CAA57811_ (X82414) 
Histone H3 [Asparagus officinalis] >gi_1667592 (U77296) 
histone 3 [Oryza sativa] >gi__3249101 (AC003114) Match to 
histone H3 gene gb_M17131 and gb_M35387 from A. thaliana. 
ESTs gb_H76511 gb_H76255, gb_AA712452, gb_N65260 and 
gb_T42306 come from this gene. [Arabidopsis thaliana] 

>gi_225459__prf 1303352A histone H3 [Helicoverpa zea] 

>gi__225839_prf 1314298B histone H3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293840 

LIB3067-007-Q1-K1-F2 

BLASTN 

g342625 

207 

l.Oe-113 

293 

96 

Maize chloroplast SOS ribosomal protein (secX) 
complete cds 



gene. 



Seq. No. 
Seq. ID 

Method 



293841 

LIB3067-007-Q1-K1-F4 
BLASTX 



41019 



NCBI GI 

BLAST score 

E value 

Match length ' 

% identity 

NCBI Description 



g2129826 
154 

2.0e-10 

64 

56 

dynamin-like protein phragmoplastin 5 
{U36430) SDL5A [Glycine max] 



- soybean >gi_1218004 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293842 

LIB3067-007-Q1-K1-F6 

BLASTX 

g2827709 

193 

7.0e-19 

91 

60 

(AL021684) predicted protein [Arabidopsis thaliana] 
293843 

LIB3067-008-Q1-K1-C7 

BLASTN 

g485952 

39 

7.0e-13 

59 

92 

O.sativa mRNA for glutaredoxin 
293844 

LIB3067-008-Q1-K1-D1 

BLASTX 

g3236249 

194 

5.0e-15 

73 

49 

(AC004684) hypothetical protein [Arabidopsis thaliana] 
293845 

LIB3067-008-Q1-K1-F3 

BLASTX 

gl21950 

161 

4.0e-ll 
47 
68 

HI STONE 
mays] 



HI >gi_22321_einb_CAA40362_ {X57077) HI histone [Zea 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



293846 

LIB3067-008-Q1-K1-F5 

BLASTX 

g585783 

310 

l.Oe-28 

64 

92 
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NCBI Description GTP-BINDING NUCLEAR PROTEIN RAN/TC4 >gi__107 6544_pir S46498 

GTP-binding protein ran homolog - fava bean 
>gi_395072_emb_CAA80845_ (Z24678) guanine nucleotide 
regulatory protein [Vicia faba] 

Seq. No. 293847 

Seq. ID LIB3067-009-Q1-K1-A1 

Method BLASTN 

NCBI GI g3821780 

BLAST score 36 

E value l.Oe-10 

Match length 36 

% identity 100 

NCBI Description Xenopus laevis cDNA clone 27A6-1 

Seq. No. 293848 

Seq. ID LIB3067-009-Q1-K1-B7 

Method BLASTX 

NCBI GI g2459442 

BLAST score 226 

E value l.Oe-18 

Match length 67 

% identity 73 

NCBI Description (AC002332) putative DNA-binding protein PDl [Arabidopsis 
thaliana] 

Seq. No. 293849 

Seq. ID LIB3067-009-Q1-K1-C2 

Method BLASTX 

NCBI GI g2160712 

BLAST score 401 

E value 4.0e-39 

Match length 81 

% identity 95 

NCBI Description {U82966) Ca2+-ATPase [Oryza sativa] 

Seq. No. 293850 

Seq. ID LIB3067-009-Q1-K1-C5 

Method BLASTN 

NCBI GI gl419369 

BLAST score 60 

E value 4.0e-25 

Match length 104 

% identity 89 

NCBI Description Z.mays ZmABP3 ruRNA for actin depolymerizing factor 

Seq. No. 293851 

Seq. ID LIB3067-009-Q1-K1-F10 

Method BLASTX 

NCBI GI gl946331 

BLAST score 439 

E value l.Oe-43 

Match length 114 

% identity 79 

NCBI Description (U69155) prohibitin [Arabidopsis thaliana] >gi_4097692 
{U66593) prohibitin 3 [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293852 

LIB3067-009-Q1-K1-G6 

BLASTX 

g2501555 

335 

2.0e-31 

77 

81 

POSSIBLE APOSPORY-ASSOCIATED PROTEIN C >gi_54 9984 {U13148) 
possible apospory-associated protein [Pennisetum ciliare] 

293853 

LIB3067-010-Q1-K1-A1 

BLASTN 

g22292 

53 

4.0e-21 

169 

83 

Z.mays mRNA for glycine-rich protein 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293854 

LIB3067-010-Q1-K1-A4 

BLASTX 

g2190007 

191 

3.0e-18 
104 
46 

{AB004109) 
griseus] 



phosphatidylserine synthase II [Cricetulus 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293855 

LIB3067-010-Q1-K1-B2 

BLASTX 

g2154609 

630 

7.0e-66 

149 

72 

(D63509) endoxyloglucan transferase related protein 
[Arabidopsis thaliana] >gi_4522010_gb_AAD21783 . 1_ 
(AC007069) endoxyloglucan transferase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293856 

LIB3067-010-Q1-K1-B8 

BLASTX 

g3834307 

380 

2.0e-36 

108 

67 

(AC005679) Strong similarity to gene T10I14.120 gi_2832679 
putative protein from Arabidopsis thaliana BAC gb_AL021712, 
ESTs gb_N65887 and gb_N65627 come from this gene. 
[Arabidopsis thaliana] 
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Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293857 

LIB3067-010-Q1-K1-D11 

BLASTX 

g4417271 

547 

3.0e-56 

105 
89 

(AC007019) putative cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293858 

LIB3067-010-Q1-K1-D6 

BLASTX 

g4539660 

215 

3.0e-17 

113 

41 

(AF061282) polyprotein [Sorghum bicolor] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293859 

LIB3067-010-Q1-K1-E1 

BLASTN 

g2062705 

37 

2.0e-ll 

37 

100 

Human butyrophilin (BTF5) 



mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293860 

LIB3067-010-Q1-K1-F12 

BLASTX 

g4406766 

149 

9.0e-10 

75 

39 

(AC006836) putative flavonol sulf otransferase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293861 

LIB3067-010-Q1-K1-H7 

BLASTN 

g218088 

48 

7.0e-18 

96 
89 

Rice itiRNA for ribosomal protein 117 
sequence 



{249 gene), partial 



Seq. No. 
Seq. ID 
Method 



293862 

LIB3067-011-Q1-K1-A5 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl709000 
244 

7.0e-21 

63 
78 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_960357_dbj_BAA09895_ (D63835) S-adenosylmethionine 
synthetase [Hordeiim vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293863 

LIB3067-011-Q1-K1-G1 

BLASTN 

g558366 

34 

l.Oe-09 

102 

83 

Z.mays CYP71C3 mRNA for cytochrome P-450 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293864 

LIB3067-011-Q1-K1-H12 

BLASTN 

g3859567 

38 

3.0e-12 

66 

89 

Oryza sativa clone FILl unknown mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293865 

LIB3067-011-Q1-K1-H7 

BLASTX 

g2443329 

279 

3.0e-25 

77 
64 

(D86122) Mei2-like protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293866 

LIB3067-012-Q1-K1-A12 

BLASTX 

g3269288 

205 

l.Oe-16 

43 

88 

(AL030978) putative protein [Arabidopsis thaliana] 



Seq, No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



293867 

LIB3067-012-Q1-K1-A9 

BLASTX 

g625509 

362 

7.0e-35 
85 
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% identity 


25 




NCBI Description 


ubiquitin precursor - Arabidopsis thaliana (fragment) 




Seq. No. 


293868 




Seq. ID 


LIBoUd /-ulz-yi-]\l-rSy 




Method 


BLASTX 




NCBI GI 


g2760086 




BLAST score 


203 




E value 


8 , Oe-16 




Match length 


45 




% identity 


87 




NCBI Description 


{Y16046) leucme-ricn repeat protein [AraDiaopsis cnaiiana 




Seq. No. 


293869 




Seq. ID 


LIB3u67-01z-Ql-Kl-CiU 




Method 


BLASTN 




NCBI GI 


g439653 




BLAST score 


256 




E value 


1. Oe-142 




Match length 


268 




% identity 


99 


3J 


NCBI Description 


G.hirsutum roRNA for ribosomal protein 16, small subunit 




Seq. No. 


293870 




Seq. ID 


LIB3067-012-Q1-K1-C12 




Method 


BLASTX 


r 


NCBI GI 


g2541876 




BLAST score 


345 




E value 


l.Oe-32 




Match length 


135 




% identity 


54 




NCBI Description 


{D26015) CND41, chloroplast nucleoid DNA binding protein 






[Nicotiana tabacum] 




Seq. No. 


293871 




Seq. ID 


LIB3067-012-Q1-K1-C9 




Method 


BLASTX 




NCBI GI 


g231660 




BLAST score 


223 




E value 


4 . Oe-26 




Match length 


139 




% identity 


50 




NCBI Description 


HYPOTHETICAL 226 KD PROTEIN (ORF iyUiJ 




Seq. No. 


293872 




Seq. ID 


LIB3067-012-Q1-K1-D9 




Method 


BLASTN 




NCBI GI 


gll43223 




BLAST score 


104 




E value 


l.Oe-51 




Match length 


192 




% identity 


26 




NCBI Description 


Gossypium barbadense FbLate-2 gene, complete cds 




Seq. No. 


293873 




Seq, ID 


LIB3067-012-Q1-K1-E11 




Method 


BLASTX 



41025 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2065531 
260 

3.0e-23 

73 

67 

(U78526) endo-1, 4-beta-glucanase [Lycopersicon esculentum] 
293874 

LIB3067-012-Q1-K1-E12 

BLASTX 

g4587526 

143 

5,0e-09 

105 

38 

(AC007060) Strong similarity to F19I3.2 gi_3033375 putative 
berberine bridge enzyme from Arabidopsis thaliana BAG 
gb_AC004238. ESTs gb_F19886, gb_Z30784 and gb_Z30785 come 
from this gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



293875 

LIB3067-012-Q1-K1-F9 

BLASTX 

g4455207 

386 

l.Oe-37 

88 

88 

(AL035440) ubi qui tin- like protein [Arabidopsis thaliana] 
293876 

LIB3067-012-Q1-K1-G9 

BLASTX 

gl084358 

167 

3.0e-12 

67 
55 



NCBI Description ATP synthase - soybean 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



293877 

LIB3067-612-Q1-K1-H10 
BLASTX ^ - 
gl732511 
141 

3.0e-09 

44 

61 

(U62742) Ran binding protein 
thaliana] 

293878 

LIB3067-012-Q1-K1-H12 

BLASTX 

g3334405 

427 

4.0e-42 



1 homolog [Arabidopsis 
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Match length 100 
% identity 85 

NCBI Description VACUOLAR ATP SYNTHASE SUBUNIT E (V-ATPASE E SUBUNIT) 
>gi_2267583 (AF009338) vacuolar H+-ATPase subunit E 
[Gossypium hirsutum] 



Seq, No. 


293879 


Seq. ID 


LIB3067-013-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g4063770 


BLAST score 


281 


E value 


8 . Oe-29 


Match length 


132 


% identity 


54 


NCBI Description 


(AB004906) transposase [Ipomoea purpurea] 


Seq. No, 


293880 


Seq. ID 


LIB3067-013-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g4262250 


BLAST score 


296 


E- value 


4 .Oe-27 


Match length 


62 


% identity 


87 


NCBI Description 


(AC006200) putative aldolase [Arabidopsis thai; 


Seq. No. 


293881 


Seq. ID 


LIB3G67-013-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g542175 


BLAST score 


169 


E value 


4.0e-12 


Match length 


84 


% identity 


56 


NCBI Description 


endoxyloglucan transferase - wheat >gi_4 69511_ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293882 

LIB3067-013-Q1-K1-E5 

BLASTX 

g3851331 

590 

3.0e-61 
123 
96 

(Y093011 
mays] 



putative MADS-domain transcription factor [Zea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293883 

LIB3067-013-Q1-K1-F4 

BLASTX 

gl655932 

228 

8,0e-19 

129 

35 

{U66565) RUSH-lbeta [Oryctolagus cuniculus] 
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Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293884 

LIB3067-013-Q1-K1-G12 

BLASTN 

g3821780 

36 

8.0e-ll 

48 

67 

Xenopus laevis cDNA clone 27A6-1 
293885 

LIB3067-014-Q1-K1-C11 

BLASTX 

g3342821 

250 

l.Oe-21 

68 

71 

(AF076954) eukaryotic translation initiation factor small 
subunit [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293886 

LIB3067-014-Q1-K1-D10 

BLASTX 

g488571 

322 

7.0e-30 

79 

87 

{U09462) histone H3.2 
293887 

LIB3067-014-Q1-K1-E5 

BLASTX 

g4507943 

206 

3.0e-16 
87 
43 

exportin 
{D89729) 



[Medicago sativa] 



1 (CRMl, yeast, homolog) >gi_2626840__dbj_BAA23415_ 
CRMl protein [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293888 

LIB3067-014-Q1-K1-E6 

BLASTN 

g2642323 

35 

4.0e-10 

35 

100 

Zea mays profilin (PR04) 



mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



293889 

LIB3067-014-Q1-K1-E9 

BLASTN 

g2062705 
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BLAST score 


37 


E value 


2 . Oe-11 


Match length 


37 


% identity 


100 


NCBI Description 


Human butyrophilin (BTF5) mRNA, complete cds 


Seq, No. 


293890 


Seq. ID 


LIB3067-014-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


gl488297 


BLAST score 


155 


E value 


2.0e-10 


Match length 


82 


% identity 


46 


NCBI Description 


(U63530) OSRAD23 [Oryza sativa] 


Seq. No. 


293891 


Seq. ID 


LIB3067-014-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g4567245 


BLAST score 


264 


E value 


5.0e-23 


Match length 


66 


% identity 


77 


NCBI Description 


(AC007070) unknown protein [Arabidopsis thaii 


Seq. No. 


293892 


Seq. ID 


LIB3067-014-Q1-K1-G5 


Method 


BLASTN 


NCBI GI 


g4416300 


BLAST score 


232 


E value 


l.Oe-128 


Match length 


288 


% identity 


77 


NCBI Description 


Zea mays chromosome 4 22 kDa zein-associated 




region, complete sequence 


Seq. No. 


293893 


Seq. ID 


LIB3067-014-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g4586252 


BLAST score 


164 


E value 


1. Oe-11 


Match length 


77 


% identity 


44 


NCBI Description 


(AL049640) hypothetical protein [Arabidopsis 


Seq. No. 


293894 


Seq. ID 


LIB3067-014-Q1-K1-G9 


Method 


BLASTN 


NCBI GI 


gl420923 


BLAST score 


134 


E value 


2.0e-69 


Match length 


176 



% identity 

NCBI Description 



64 

Zea mays repressor-like protein (inl) gene, complete cds 
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Seq. No, 
Seq. ID 
Method 



293895 

LIB3067-016-Q1-K1-B10 
BLASTX 



NCBI GI 


gl778149 


BLAST score 


252 


E value 


4.0e-22 


Match length 


60 


% identity 


90 


NCBI Description 


{U66404) phosphate /phosphoenolpyruvate translocator 




precursor [Zea mays] 


Seq. No. 


293896 


Seq. ID 


LIB3067-016-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2501021 


BLAST score 


354 


E value 


6.0e-35 


Match length 


125 


% identity 


63 


NCBI Description 


LYSYL-TRNA SYNTHETASE (LYSINE—TRNA LIGASE) (LYSRS) 


>gi 1652562 dbj BAA17483_ (D90906) lysyl-tRNA synthetase 




[Synechocystis sp.] 


O IS ^ . LN U . 


293897 


Seq. ID 


LIB3067-016-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g4406770 


BLAST score 


172 


E value 


9.0e-13 


Match length 


52 


% identity 


67 


NCBI Description 


(AC006836) unknown protein [Arabidopsis thaliana] 


Seq. No. 


293898 


*^prr TV) 


LIB3067-017-O1-K1-B4 


Method 


BLASTX 


NCBI GI 


g70774 


BLAST score 


201 


E value 


l.Oe-15 


Match length 


41 


% identity 


95 


NCBI Description 


histone H4 (TH091) - wheat >gi_170747 (M12277) histone 




[Triticum aestivum] 


Seq, No. 


293899 


Seq. ID 


LIB3067-017-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g3600040 


BLAST score 


152 


E value 


7,0e-10 


Match length 


145 



H4 



% identity 

NCBI Description 



Seq, No. 
Seq. ID 



34 

(AF080119) similar to Arabidopsis thaliana disease 
resistance protein RPS2 (GB:U14158) [Arabidopsis thaliana] 

293900 

LIB3067-017-Q1-K1-D1 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2842490 

377 

3.0e-36 

116 

69 

(AL021749) heat-shock protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293901 

LIB3067-017-Q1-K1-F7 

BLASTX 

g3287696 

401 

4.0e-39 

129 

60 

(AC003979) Strong similarity to phosphoribosylanthranilate 
transferase gb_D8618G from Pisum sativum. This ORF may be 
part of a larger gene that lies in the overlapping region. 
[Arabidopsis thaliana] 



Seq. No. 


293902 


Seq. ID 


LIB3067-018-Q1-K1-A4 


Method 


BLASTX 




g4126809 


BLAST score 


323 


E value 


4.0e-30 


Match length 


80 


% identity 


44 


NCBI Description 


(AB017042) glyoxalase I [Oryza sativa] 


Seq. No, 


293903 


Seq. ID 


LIB3067-018-Q1-K1-A5 


Method 


BLASTN 


NCBI GI 


g21794 


BLAST score 


36 


E value 


-9.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Wheat histone H4 gene 


Seq. No. 


293904 


Seq. ID 


LIB3067-018-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g2443388 


BLAST score 


392 


E value 


4.0e-38 


Match length 


105 


% identity 


69 


NCBI Description 


(D38452) calcium-dependent protein kinase 




[Zea mays] 


Seq. No. 


293905 


Seq, ID 


LIB3067-018-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g3786011 


BLAST score 


261 
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E value l.Oe-22 
Match length 98 

% identity 57 ^.-^ • 

NCBI Description (AC005499) putative elongation factor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity , 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293906 

LIB3067-018-Q1-K1-F12 

BLASTX 

g2668742 

405 

l.Oe-39 

81 

96 

(AF034945) glycine-rich RNA binding protein [Zea mays] 



293907 

LIB3067-018-Q1-K1-F2 

BLASTN 

g22324 

135 

6.0e-70 

263 
88 

Z.mays mRNA for H2B his tone 



(clone CH2B221) 



293908 

LIB3067-018-Q1-K1-F8 

BLASTX 

g3915131 

272 

6.0e-24 

72 
69 

THIOREDOXIN H-TYPE (TRX-H) (PHLOEM SAP 13 KD PROTEIN-1) 
>gi 426442_dbj_BAA04864_ (D21836) thioredoxin h [Oryza 
satTva] >gi_454882_dbj_BAA05546_ (D26547) rice thioredoxin 
h [Oryza sativa] >gi_1930072 (U92541) thioredoxin h [Oryza 
sativa] 



Seq. No. 293909 

Seq. ID LIB3067-018-Q1-K1-H11 

Method BLASTX 

NCBI GI gl854378 

BLAST score 158 

E value 6.0e-ll 

Match length 65 

% identity 49 

NCBI Description (ABO 01338) Sucrose-Phosphate Synthase [Saccharum 
of ficinarum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



293910 

LIB3067-019-Q1-K1-C10 

BLASTX 

g399854 

189 

3.0e-16 
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Match length 

% identity 

NCBI Description 




98 
54 

HISTONE H2B.2 >gi_283042_pir S28049 histone H2B - maize 

>gi_22325_emb_CAA40565_ (X57313) H2B histone [Zea mays] 



Seq, No. 


293911 


Seq, ID 


LIB3067-019-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl708107 


BLAST score 


248 


E value 


5.0e-23 


Match length 


84 


% identity 


76 


NCBI Description 


HISTONE H2B >gi 473605 (U08226) histone H2B [Zea 


Seq. No, 


293912 


Seq. ID 


LIB3067-019-Q1-K1-D12 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


8.0e-ll 


Match length 


36 


% identity 


100 


MPRT n pi cjpT "i Tii" i on 

L\ LD J- lJ O v_* J L ky t_- ^ Vw/ 1 L 


XenoDus laevis cDNA clone 27A6—1 


Seq. No. 


293913 


Seq. ID 


LIB3067-019-Q1-K1-D9 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


36 


% identity 


100 


Nr*RT Dp PTi nt Ion 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


293914 


Seq. ID 


LIB3067-019-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


gl45203 


BLAST score 


423 


E value 


l.Oe-41 


Match length 


125 


% identity 


59 


NCBI Description 


{M74924) adenylosuccinate lyase [Escherichia col 


Seq. No. 


293915 


Seq. ID 


LIB3067-019-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


gl922938 


BLAST score 


324 


E value 


4.0e-30 


Match length 


117 


% identity 


50 


NCBI Description 


(AC000106) Similar to Caenorhabditis hypothetica 




C07A9.11 (gb_Z29094). [Arabidopsis thaliana] 


Seq. No. 


293916 
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Seq. ID LIB3067-021-Q1-K1-C12 

Method BLASTX 

NCBI GI g22422 

BLAST score 209 

E value l.Oe-16 

Match length 94 

% identity 4 9 

NCBI Description (X57743) polygalacturonase [Zea mays] 

Seq. No. 293917 

Seq. ID LIB3067-021-Q1-K1-F12 

Method BLASTX 

NCBI GI g3449282 

BLAST score 163 

E value 3.0e-ll 

Match length 39 

% identity 82 



NCBI Description (ABO 0613 9) phosphoribosylf ormimino-5-aminoimidazole 

carboxamide ribotide isomerase [Arabidopsis thaliana] 
>gi_34 4 9284__dbj_BAA32457_ (AB008929) 
N ' -5 ' -phosphoribosyl-f ormiinino-5-aininoimidazole- 
4-carboxamide ribonucleotide isomerase [Arabidopsis 
V thaliana] >gi__4510353_gb_AAD21442 . 1_ (AC006921) 

phosphoribosylf ormimino-5-amino imidazole carboxamide 
ribotide isomerase [Arabidopsis thaliana] 



Seq. No. 293918 

Seq. ID LIB3067-021-Q1-K1-G10 

Method BLASTX 

NCBI GI gl556380 

BLAST score 202 

E value 8.0e-16 

Match length 45 

I identity 82 

NCBI Description (X84228) citrate (si) -synthase [Beta vulgaris] 

Seq. No. 293919 

Seq. ID LIB3067-022-Q1-K1-A3 

Method BLASTX 

NCBI GI g478740 

BLAST score 211 

E value 6.0e-17 

Match length 70 

% identity 63 

NCBI Description phenylalanine ammonia-lyase (EC 4.1.3.5) - rice 

Seq. No. 293920 

Seq. ID LIB3067-022-Q1-K1-C10 

Method BLASTX 

NCBI GI g3452091 

BLAST score • 173 

E value 2.0e-12 

Match length 42 

% identity 74 

NCBI Description (AJ0048 99) rudimentary enhancer [Glycine max] 

Seq. No. 293921 



41034 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3067-022-Q1-K1-C12 

BLASTN 

g2586142 

46 

9.0e-17 

54 

96 

Musa aciaminata ripening-associated protein mRNA, partial 
cds 



Seq. No. 


293922 


Seq. ID 


LIB3067-022-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g4249385 


BLAST score 


213 


E value 


2.0e-17 


Match length 


52 


% identity 


81 


NCBI Description 


{AC005966) T2K10.11 


Seq. No. 


293923 


Seq. ID 


LIB3067-022-Q1-K1-D1 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


8.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA 


Seq. No- 


293924 


Seq. ID 


LIB3067-022-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g4263712 


BLAST score 


245 


E value 


7.0e-21 


Match length 


69 


% identity 


67 


NCBI Description 


(AC006223) putative 




thaliana] 



[Arabidopsis thaliana] 



[Arabidopsis 



Seg. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293925 

LIB3067-022-Q1-K1-F11 

BLASTX 

g3719211 

158 

l.Oe-10 

90 

38 

(U97021) UIP2 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



293926 

LIB3067-022-Q1-K1-F4 

BLASTX 

gl703129 

149 

7.0e-10 



41035 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52 
58 

ACTIN 11 >gi_212 9522_pir S68109 actin 11 - Arabidopsis 

thaliana >gi_1002533 (U27981) actin-11 [Arabidopsis 
thaliana] 

293927 

LIB3067-022-Q1-K1-F8 

BLASTX 

gl29810 

191 

l.Oe-14 

57 
67 

PEROXIDASE 2 >gi_81569_pir S11870 peroxidase (EC 1.11.1.7) 

- cucumber (fragment) >gi_167517 (M32742) peroxidase 
(CuPer2) [Cucumis sativus] 

293928 

LIB3067-023-Q1-K1-A7 

BLASTX 

g66009 

170 

8.0e-19 

87 

66 

glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.12) C, 
cytosolic - maize >gi_22238_emb_CAA30151__ (X07156) GADPH 
(AA 1-337) [Zea mays] 

293929 

LIB3067-023-Q1-K1-E1 

BLASTX 

gl23549 

236 

l.Oe-23 

77 

81 

17.5 KD CLASS II HEAT SHOCK PROTEIN >gi_100885_pir S14 998 

heat shock protein, 18K - maize >gi_22339_emb_CAA38013_ 
(X54076) 18kDa heat shock protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293930 

LIB3067-023-Q1-K1-E7 

BLASTN 

gl244652 

54 

l.Oe-21 

82 

91 

Zea mays copia-type retroelement PREM-2 gag gene, 
cds 



complete 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



293931 

LIB3067-023-Q1-K1-F4 

BLASTX 

gl895084 
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BLAST score 


149 


E value 


2.0e-21 


Match length 


89 


% identity 


60 


NCBI Description 


(U89897) golgi associated protein se-wap41 [Zea 


Seq, No. 


293932 


Seq. ID 


LIB3067-023-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g3746581 


BLAST score 


163 


E value 


l.Oe-19 


Match length 


97 


% identity 


50 


NCBI Description 


(AF062403) glutathione S-transf erase II [Oryza 


Seq. No. 


293933 


Seq. ID 


LIB3067-025-Q1-K1-A12 


Method 


BLASTN 


NCBI GI 


g2286152 


BLAST score 


59 


E value 


l.Oe-24 


Match length 


202 


% identity 


89 


NCBI Description 


Zea mays cytoplasmic malate dehydrogenase mRNA, 




cds 


Seq. No. 


293934 


Seq. ID 


LIB3067-025-Q1-K1-B9 


Method 


BLASTN 


NCBI GI 


g3132824 


BLAST score 


50 


E value 


5.0e-19 


Match length 


96 



% identity 

NCBI Description 



89 

Zea mays putative cytosine-5 DNA methyltransf erase (ZMETl) 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



293935 

LIB3067-025-Q1-K1-D1 

BLASTX 

g2702263 

257 

3.0e-22 

79 

70 

(AC003033) mitochondrial Fl-ATPase, 
[Arabidopsis thaliana] 

293936 

LIB3067-025-Q1-K1-G1 

BLASTN 

g668986 

34 

l.Oe-09 

66 

88 



gamma subunit 



41037 



NCBI Description S. tuberosum TYKY2 mRNA for NADH: ubiquinone oxidoreductase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293937 

LIB3067-025-Q1-K1-H1 

BLASTX 

gl780757 

174 

l.Oe-12 

46 

67 

(yi0291) highly expressed in proliferating cells 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293938 

LIB3067-026-Q1-K1-A11 

BLASTX 

gll73456 

156 

l.Oe-13 

84 

48 

SMALL NUCLEAR RIBONUCLEOPROTEIN SM D3 
03) {SM-D3) >gi_600750 (U15009) Sm D3 



(SNRNP CORE PROTEIN 
[Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293939 

LIB3067-026-Q1-K1-D2 

BLASTX 

g3287695 

196 

3.0e-15 

60 

60 

(AC003979) Similar to hypothetical protein C34B7.2 
gb_1729503 from C. elegans cosmid gb_Z83220. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293940 

LIB3067-026-Q1-K1-E8 

BLASTX 

g462195 

388 

l.Oe-37 

80 

91 

PROTEIN TRANSLATION FACTOR SUIl HOMOLOG {G0S2 PROTEIN) 

>gi_100682_pir S21636 G0S2 protein - rice 

>gi_20238_emb_CAA36190_ {X51910) G0S2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



293941 

LIB3067-027-Q1-K1-A4 

BLASTX 

g22465 

157 

7.0e-ll 

63 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54 

{Y00322) ribulose 1, 5-bisphosphate carboxylase/oxygenase 
[Zea mays] 

293942 

LIB3067-027-Q1-K1-A7 

BLASTX 

g2865177 

170 

4.0e-12 

68 

46 

(AB010946) AtRerlB [Arabidopsis thaliana] 
293943 

LIB3067-027-Q1-K1-B3 

BLASTX 

g3273243 

686 

2.0e-72 

146 

91 

(AB004 660) NLS receptor [Oryza sativa] 

>gi_3273245_dbj_BAA3li66_ (AB004814) NLS receptor [Oryza 
sativa] 

293944 

LIB3067-027-Q1-K1-D6 

BLASTX 

g4510342 

147 

l.Oe-09 

35 
77 

(AC006921) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

293945 

LIB3067-027-Q1-K1-G9 

BLASTX 

g3928843 

167 

l.Oe-11 

62 

53 

(AF063248) homeobox protein [Picea abies] 



293946 

LIB3067-028-Q1-K1-A4 

BLASTX 

gl00598 

434 

6.0e-43 

114 

80 

ubiquitin / ribosomal protein S27a-1 
{M60175) ubiquitin [Hordeum vulgare] 



- barley >gi_167073 



41039 



Seq. No. 


293947 


Seq. ID 


LIB3067-028-Q1-K1-C5 


Method 


BLASTN 


NCBI GI 


g4204858 


BLAST score 


94 


E value 


2.0e-45 


Match length 


122 


% identity 


94 


NCBI Description 


Triticum aestivum heat shock protein 80 


Seq. No. 


293948 


Seq. ID 


LIB3067-028-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g2739044 


BLAST score 


144 


E value 


5.0e-09 


Match length 


84 


% identity 


36 


NCBI Description 


(AF024 651) polyphosphoinositide binding 




[Glycine max] 


Seq. No. 


293949 


Seq. ID 


LIB3067-028-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g2739044 


BLAST score 


347 


E value 


7.0e-33 


Match length 


104 


% identity 


65 


NCBI Description 


{AF024 651) polyphosphoinositide binding 




[Glycine max] 


Seq. No. 


293950 


Seq. ID 


LIB3067-028-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


gl914838 


BLAST score 


223 


E value 


3.0e-18 


Match length 


49 


% identity 


90 


NCBI Description 


{U78890) MADS box protein [Oryza sativa 


Seq. No, 


293951 


Seq. ID 


LIB3067-028-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g4587514 


BLAST score 


573 


E value 


3.0e-59 


Match length 


137 



% identity 

NCBI Description 



78 

(AC007060) Similar to W08E3.3 gi_3880615 putative 
GTP-binding protein from C. elegans cosmid gb_Z92773. EST 
gb_AA597331 comes from this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



293952 

LIB3067-029-Q1-K1-C11 



41040 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl276931 

153 

l.Oe-80 

157 

99 

Zea luxurians Doebley M018 ITSl, 5, 



8S ribosomal RNA, ITS2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293953 

LIB3067-029-Q1-K1-C3 

BLASTX 

g585551 

168 

l.Oe-11 

34 

94 

NUCLEOSIDE DIPHOSPHATE KINASE I {NDK I) (NDP KINASE I) 

>gi_629798_pir S43330 nucleoside-diphosphate kinase (EC 

2.7.4.6) - rice >gi_30384 9_dbj_BAA03798__ (D16292) 
nucleoside diphosphate kinase [Oryza sativa] 



Seq. No. 


293954 


Seq. ID 


LIB3067-029-Q1-K1-C7 


Method 


BLASTX 






BLAST score 


496 


E value 


3.0e-50 


Match length 


150 


% identity 


58 


NCBI Description 


(Y10338) chloride channel Stclcl 


Seq. No. 


293955 


Seq. ID 


LIB3067-029-Q1-K1-F8 


Method 


BLASTN 


NCBI GI 


g747914 


BLAST score 


57 


E value 


3.0e-23 


Match length 


61 


% identity 


98 


NCBI Description 


Z.mays CaMl mRNA for calmodulin 


Seq. No. 


293956 


Seq. ID 


LIB3067-029-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g4510395 


BLAST score 


298 


E value 


4.0e-27 


Match length 


66 


% identity 


80 


NCBI Description 


{AC006587) putative beta-galacto; 




[Arabidopsis thaliana] 


Seq. No. 


293957 


Seq. ID 


LIB3067-029-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g3036795 


BLAST score 


217 



[Solanum tuberosum] 



41041 




E value 


2.0e-17 


Match length 


140 


% identity 


41 


NCBI Description 


{AL022373) putative protein [Arabidopsis thaliana] 


>gi 3805857 emb CAA21477_ (AL031986) putative protein 




[Arabidopsis thaliana] 


Seq. No. 


293958 


Seq. ID 


LIB3067-030-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g2293360 


BLAST score 


388 


E value 


l.Oe-37 


Match length 


103 


% identity 


62 


NCBI Description 


(D87670) polyphenol oxidase [Malus domestical 


Seq. No. 


293959 


Seq. ID 


LIB3067-030-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g576773 


BLAST score 


485 


E value 


6.0e-49 


Match length 


142 


% identity 


15 


NCBI Description 


(U16956) polyubiquitin [Filobasidiella neoformans] 


Seq. No. 


293960 


Seq. ID 


LIB3067-030-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g3201969 


BLAST score 


627 


E value 


l.Oe-65 


Match length 


118 


% identity 


96 


NCBI Description 


{AF068332) submergence induced protein 2A [Oryza sativa 


Seq. No. 


293961 


Seq. ID 


LIB3067-030-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


gl931647 


BLAST score 


211 


E value 


7.0e-17 


Match length 


130 


% identity 


43 


NCBI Description 


(U95973) endomembrane protein EMP70 precusor isolog 




[Arabidopsis thaliana] 


Seq. No. 


293962 


Seq. ID 


LIB3067-030-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g4584355 


BLAST score 


445 


E value 


3.0e-44 


Match length 


155 



% identity 55 

NCBI Description (AC006420) putative Ac-like transposase [Ipomea purpurea] 



41042 



[Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity , 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293963 

LIB3067-030-Q1-K1-E1 

BLASTX 

g283047 

222 

4.0e-18 

92 

48 

130K protein - maize mitochondrial plasmid-like DNA S-2 
293964 

LIB3067-030-Q1-K1-E10 

BLASTX 

g2129472 

219 

2.0e-18 

76 

59 

glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.12) 
precursor - Scotch pine >gi_1100225 (L32561) 
glyceraldehyde-3-phosphate dehydrogenase [Pinus sylvestris] 

293965 

LIB3067-030-Q1-K1-E4 

BLASTX 

gl362009 

181 

2.0e-13 
45 
82 

ubiquitin-like protein 7 



Arabidopsis thaliana 



293966 

LIB3067-030-Q1-K1-F11 

BLASTX 

g3650029 

141 

7.0e-09 

56 

48 

(AC005396) hypothetical protein [Arabidopsis thaliana] 
293967 

LIB3067-031-Q1-K1-B2 

BLASTX 

gl732511 

157 

4.0e-ll 

58 

50 

(U62742) Ran binding protein 1 homolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



293968 

LIB3067-031-Q1-K1-C5 



41043 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g82696 
240 

2.0e-20 

58 

81 

glycine-rich protein - maize >gi_22293_einb_CAA43431_ 
{X61121) glycine-rich protein [Zea mays] 



Seq. No, 
Seq. ID 

Method 
NCBI GI 



293969 

LIB3067-031-Q1-K1- 

BLASTN 

g507770 



■D8 



BLAST score 


91 


E value 


2.0e-43 


Match length 


203 


% identity 


86 


NCBI Description 


Zea mays D3L H (+) -transporting ATPa 




cds 


Qpnr Nn 


293970 


Seq. ID 


LIB3067-031-Q1-K1-F1 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


5.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


293971 




LTB^O 67-03 1-01-K1-F2 


Method 


BLASTX 


NCBI GI 


g3168840 


BLAST score 


179 


E value 


3.0e-13 


Match length 


53 


% identity 


68 


NCBI Description 


(U88711) copper homeostasis factor 


Seq. No. 


293972 


Seq. ID 


LIB3067-031-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g2924509 


BLAST score 


281 


E value 


6.0e-25 


Match length 


152 


% identity 


43 


NCBI Description 


{AL022023) subtilisin proteinase - 




thaliana] 


Seq. No. 


293973 


Seq. ID 


LIB3067-031-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


gl350742 


BLAST score 


161 


E value 


5.0e-ll 



(Mhal) gene, complete 



- like [Arabidopsis 



41044 




Match length 41 
% identity 61 

NCBI Description PROBABLE 60S RIBOSOMAL PROTEIN L35A >gi_1086831 (041264) 
coded for by C. elegans cDNA yk64gl0.5; coded for by C. 
elegans cDNA yk51f3.5; coded for by C. elegans cDNA 
ykll5e7.3; coded for by C. elegans cDNA yk99dl.3; coded for 
by C. elegans cDNA yk99dl,5; coded for by C. elegans cDNA 
yk64gl 



Seq. No. 


293974 


Seq. ID 


LIB3067-031-Q1-K1-H5 


Method 


BLASTN 


NCBI GI 


g939784 


RT.AST score 


40 


E value 


4.0e-13 


Match length 


84 


% identity 


87 


NCBI Description 


Zea mays MADS-box protein (ZAPl) mRNA, 


Seq. No. 


293975 


Seq. ID 


LIB3067-032-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


gl421730 


D±jrn.O J- oOL/j-C 


379 


E value 


l.Oe-36 


Match length 


108 


% identity 


71 


NCBI Description 


(U43082) RF2 [Zea mays] 


Seq. No. 


293976 


Seq. ID 


LIB3067-032-Q1-K1-D4 


Method 


BLASTN 


NCBI GI 


g22292 


BLAST score 


102 


E value 


3.0e-50 


Match length 


181 


% identity 


94 


NCBI Description 


Z.mays mRNA for glycine-rich protein 


Seq. No. 


293977 


Seq. ID 


LIB3067-032-Q1-K1-D6 


Method 


BLASTN 


NCBI GI 


g6598348 


BLAST score 


34 


E value 


l.Oe-09 


Match length 


70 


% identity 


87 


NCBI Description 


Arabidopsis thaliana chromosome II BAC 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



293978 

LIB3067-032-Q1-K1-E6 

BLASTN 

g487295 

42 

2.0e-14 
54 



41045 



% identity 


94 


NCBI Description 


Rice mRNA EN242, partial 


Seq. No. 


293979 


Seq. ID 


LIB3067-032-Q1-K1-F8 


Method 


BLASTX 




a2130076 


BLAST score 


211 


E value 


5.0e-17 


Match length 


56 


% identity 


68 


NCBI Description 


homeobox protein - rice 


Seq. No. 


293980 


Seq. ID 


LIB3067-032-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g416913 


BLAST score 


162 


E value 


3.0e-ll 


Match length 


87 


% identity 


40 


NCBI Description 


DNA POLYMERASE I (POL I) 



DNA-directed DNA polymerase (EC 2.7 
caldotenax >gi_912445_dbj_BAA02361_ 
[Bacillus caldotenax] 



.7.7) - Bacillus 
(D12982) DNA polymerase 



Seq. No. 


293981 


Seq. ID 


LIB3067-033-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g3668089 


BLAST score 


515 


E value 


2.0e-52 


Match length 


134 


% identity 


71 


NCBI Description 


(AC004667) unknown protein [Arabidopsis 


Seq. No. 


293982 


Seq, ID 


LIB3067-033-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 


403 


E value 


2.0e-39 


Match length 


94 


% identity 


86 


NCBI Description 


{AF034945) glycine-rich RNA binding prot 


Seq. No. 


293983 


Seq. ID 


LIB3067-034-Q1-K1-A8 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


l.Oe-10 


Match length 


48 


% identity 


67 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


293984 



41046 



Seq. ID 

Method 

MCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3067-034-Q1-K1-C2 

BLASTN 

g3004949 

93 

6.0e-45 

212 

87 

Zea mays tonoplast intrinsic protein (ZmTIPl) mRNA, 
complete cds 



Seq. No. 


293985 


Seq. ID 


LIB3067-034- 


Method 


BLASTN 


NCBI GI 


g556685 


BLAST score 


118 


E value 


l.Oe-59 


Match length 


129 


% identity 


98 


NCBI Description 


Z.mays mRNA 


Seq. No. 


293986 


Seq. ID 


LIB3067-034 


Method 


BLASTX 


NCBI GI 


g2706450 


BLAST score 


141 


E value 


4.0e-09 


Match length 


34 


% identity 


76 


NCBI Description 


(AJ225172) 



pyrophosphatase [Solanm tuberosum] 



Seq. No. 


293987 


Seq. ID 


LIB3067-034-Q1-] 


Method 


BLASTN 


NCBI GI 


g248338 


BLAST score 


100 


E value 


3.0e-49 


Match length 


188 


% identity 


88 


NCBI Description 


polyubiquitin [] 


Seq. No, 


293988 


Seq. ID 


LIB3067-035-Q1- 


Method 


BLASTN 


NCBI GI 


g507770 


BLAST score 


42 


E value 


3.0e-14 


Match length 


86 


% identity 


87 


NCBI Description 


Zea mays D3L H ( 




cds 



-F8 



(Mhal) gene, complete 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



293989 

LIB3067-035-Q1-K1-B6 

BLASTN 

g435542 

205 



41047 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



l.Oe-111 

213 

99 

Z.mays mRNA for calmodulin 
293990 

LIB3067-035-Q1-K1-C1 

BLASTN 

g2668739 

66 

4.0e-29 

139 

96 

Zea mays translation initiation factor G0S2 (TIF) mRNA, 
complete cds 

293991 

LIB3067-035-Q1-K1-C11 

BLASTX 

g2529663 

339 

8.0e-32 

135 

49 

(AC002535) putative lysophospholipase [Arabidopsis 
thaliana] >gi_3738277 (AC005309) putative lysophospholipase 
[Arabidopsis thaliana] 

293992 

LIB3067-035-Q1-K1-E4 

BLASTX 

g4309728 

253 

9.0e-22 

51 

90 

(AC006439) putative ADP-ribosylation factor [Arabidopsis 
thaliana] 

293993 

LIB3067-035-Q1-K1-F1 

BLASTX 

g550542 

236 

9.0e-20 

49 

96 

{X81831) cytochrome P450 [Zea mays] 

>gi__1850903__emb_CAA72196_ (Y11368) cytochrome p450 [Zea 
mays] 

293994 

LIB3067-035-Q1-K1-G2 

BLASTX 

g4335750 

175 

l.Oe-12 



41048 




Match length 


53 


% identity 


53 


NCBI Description 


{AC006284) putative beta-1, 3-endoglucanase fArabidopsis 




thaliana] 


Seq. No. 


293995 


Seq. ID 


LIB3067-035-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g4220514 


BLAST score 


419 


E value 


2.0e-41 


Match length 


117 


% identity 


68 


NCBI Description 


(AL035356) putative protein [Arabidopsis thaliana] 


Seq. No. 


293996 


Seq. ID 


LIB3067-036-Q1-K1-G5 


Method 


BLASTN 


NCBI GI 


g393399 


BLAST score 


83 


E value 


l.Oe-38 


Match length 


225 


% identity 


85 


NCBI Description 


Z. mays Irma and Enl element DNA 


Seq. No. 


293997 


Seq. ID 


LIB3067-037-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g3935148 


BLAST score 


629 


E value 


8.0e-66 


Match length 


147 


% identity 


79 


NCBI Description 


{AC005106) T25N20.12 [Arabidopsis thaliana] 


Seq, No. 


293998 


Seq. ID 


LIB3067-037-Q1-K1-B9 


Method 


BLASTN 


NCBI GI 


g22243 


BLAST score 


91 


E value 


2.0e-43 


Match length 


223 


% identity 


86 


NCBI Description 


Zea mays Cinl repeat from Cinl middle repetitive family 


Seq. No. 


293999 


Seq. ID 


LIB3067-037-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g2664210 


BLAST score 


227 


E value 


l.Oe-18 


Match length 


49 


% identity 


86 


NCBI Description 


(AJ222644) asparaginyl-tRNA synthetase [Arabidopsis 




thaliana] 



Seq. No. 294000 



41049 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3067-037-Q1-K1-C8 

BLASTN 

g2984708 

144 

2.0e-75 

144 

100 

Zea mays DnaJ-related protein ZMDJl 
cds 



(mdJl) gene, coraplete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294001 

LIB3067-037-Q1-K1-E10 

BLASTX 

g4538896 

230 

4.0e-25 

109 

55 

{AL049482) putative protein [Arabidopsis thaliana] 
294002 

LIB3067-037-Q1-K1-F1 

BLASTX 

g4204275 

277 

2.0e-24 

149 

44 

(AC004146) Unknown protein [Arabidopsis thaliana] 
294003 

LIB3067-037-Q1-K1-F12 

BLASTX 

g4505387 

301 

2.0e-27 

131 

11 

nuclear transcription factor, X-box binding 1 
>gi_2498629_sp__Q12986_NFXl_HUMAN TRANSCRIPTIONAL REPRESSOR 

NF-Xl >gi_2135825_pir 1388 69 NFXl - human >gi_563217 

(U15306) NFXl [Homo sapiens] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



294004 

LIB3067-037-Q1-K1-F4 

BLASTN 

g22324 

99 

l.Oe-48 

123 

95 

Z.mays mRNA for H2B his tone 
294005 

LIB3067-037-Q1-K1-H1 

BLASTX 

g3242328 



(clone CH2B221) 



41050 



BLAST score 

E value 

M-atch length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



388 

l.Oe-37 

77 

97 

(X98083) 



cinnamoyl-CoA reductase [Zea mays] 



294006 

LIB3067-038-Q1-K1-A8 

BLASTX 

g4432863 

265 

4.0e-23 

78 

64 

(AC006300) putative phosphate/phosphoenolpyruvate 
translocator protein [Arabidopsis thaliana] 

294007 

LIB3067-038-Q1-K1-A9 

BLASTX 

gll2994 

207 

2.0e-16 

44 

95 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi__22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294008 

LIB3067-038 

BLASTX 

g2340953 

453 

3.0e-45 

87 

95 

(X99969) 
(X98498) 



-Ql-Kl-Cl 



ESR2g2 [Zea mays] >gi_2340959_emb_CAA67124_ 
ESR2cl [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294009 

LIB3067-038-Q1-K1-D6 

BLASTX 

g3600054 

293 

9.0e-29 

121 

49 

(AF080120) No definition line found [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



294010 

LIB3067-038-Q1-K1-E7 

BLASTX 

g2149640 



41051 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285 

l.Oe-25 

113 

53 

(U91995) Argonaute protein [Arabidopsis thaliana] 
294011 

LIB3067-038-Q1-K1-G12 

BLASTX 

gl778147 

290 

2.0e-26 

75 

85 

{U66403) phosphate/phosphoenolpyruvate translocator 
precursor [Zea mays] 

294012 

LIB3067-038-Q1-K1-G8 

BLASTX 

g2244989 

175 

l.Oe-12 

54 

61 

(Z97340) strong similarity to naringenin 3-dioxygenase 
[Arabidopsis thaliana] 

294013 

LIB3067-039-Q1-K1-A3 

BLASTX 

g2459435 

471 

3.0e-47 

141 

62 

(AC002332) putative serine carboxypeptidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



294014 

LIB3067-039-Q1-K1-B3 

BLASTN 

g2773153 

127 

5.0e-65 

239 

89 

Oryza sativa abscisic acid- 
(Asrl) mRNA, complete cds 

294015 

LIB3067-039-Q1-K1-B4 

BLASTX 

gl480012 

150 

3.0e-10 
35 



and stress-inducible protein 



41052 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



74 

{D78492) 
rapa] 



putative ubiquitin extension protein [Brassica 



294016 

LIB3067-039-Q1-K1-D10 

BLASTN 

gl743387 

50 

4,0e-19 

150 

84 

S.bicolor mRNA for pSbaNS5 protein 



294017 

LIB3067-039-Q1-K1-E2 

BLASTN 

g3452304 

63 

5.0e-27 

79 

95 

Zea mays retrotransposon Opie-1 



5' LTR, partial sequence 



294018 

LIB3067-039-Q1-K1-F4 

BLASTX 

g2995321 

506 

2.0e-51 

151 

66 

(Z68759) amino acid carrier [Ricinus communis] 
294019 

LIB3067-039-Q1-K1-G4 

BLASTX 

g4249382 

390 

8.0e-38 

113 

65 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 

294020 

LIB3067-040-Q1-K1-A11 

BLASTX 

g4454010 

199 

l.Oe-15 

72 

51 

(AL035396) putative protein [Arabidopsis thaliana] 



Seq. No, 



294021 



41053 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3067-040-Q1-K1-A7 

BLASTN 

g257040 

241 

l.Oe-133 

361 

32 

hydroxyproline-rich glycoprotein [maize, Genomic, 1703 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294022 

LIB3067-040-Q1-K1-B2 
BLASTN 
g3821780 
37 

3.0e-ll 
49 
67 

Xenopus laevis cDNA clone 27A6-1 
294023 

LIB3067-040-Q1-K1-B6 
BLASTX 
g2924523 
221 

5.0e-18 

106 
41 

(AL022023) putative protein [Arabidopsis thaliana] 
294024 

LIB3067-040-Q1-K1-C1 
BLASTX 
gll69238 
501 

4.0e-51 
129 
78 

GLUTAMATE DECARBOXYLASE (GAD) 
glutamate decarboxylase (EC 4 
garden petunia >gi_294112 (L16797) glutamate decarboxylase 
[Petunia hybrida] >gi_309680 {L16977) glutamate 
decarboxylase [Petunia hybrida] 



>gi_1076648_pir ^A48767 

.1.1.15), calmodulin-binding 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294025 

LIB3067-040-Q1-K1-C4 

BLASTN 

g3851330 

248 

l.Oe-137 

264 

98 

Z.mays mRNA for putative MADS-domain transcription factor, 
ZMM3 



Seq. No. 
Seq. ID 
Method 



294026 

LIB3067-040-Q1-K1-D2 
BLASTN 



41054 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g393400 
45 

3.0e-16 

73 

90 

Z.mays mRNA for alpha-tubulin 
294027 

LIB3067-040-Q1-K1-E11 

BLASTN 

g4185305 

48 

7.0e-18 

68 

93 

Zea mays cosmid IV.lEl 22-kDa alpha zein protein 21 
(SZ22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 

294028 

LIB3067-040-Q1-K1-F2 

BLASTX 

g2498706 

194 

6.0e-15 
110 
37 

ORIGIN RECOGNITION COMPLEX PROTEIN, SUBUNIT 
(U40269) atOrc2p [Arabidopsis thaliana] >gi_ 
(AC004684; 

thaliana] 



2 >gi_1113103 
3236239 



origin recognition complex protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294029 

LIB3067-040-Q1-K1-F3 

BLASTX 

gl532168 

172 

3.0e-12 

66 

47 

{U63815) localized according to blastn similarity to EST 
sequences; therefore, the coding span corresponds only to 
an area of similarity since the initation codon and stop 
codon could not be precisely determined [Arabidopsis 
thaliana] 

294030 

LIB3067-040-Q1-K1-F6 

BLASTN 

g3821780 

36 

l.Oe-10 

36 

100 

Xenopus laevis cDNA clone 27A6-1 



41055 




Seq. No. 




oeq. J.U 






■RT aQTV 


NCBI GI 


g2623295 


BLAST score 


207 


E value 


z . ue~i 0 


Matcn Xengtn 


/o 


% identity 


4 y 


NCBI Description 


(ACUUZ4uyj nypouneLicai prorem [firaDiaopsis i-naiianaj 


Seq. No. 


1 a A A O O 


oeq. lu 


T TR'^n^^i— 04 9— m — Pfi — 

LilDOUD / U4 yX rvX /iO 


iYie UliOQ 


■RT ZXQTV 


TJPT3 T P T 


g^ uo 0 u 4 z 


BLAST score 


160 


E value 


2.0e-ll 


Match length 


1 A 


-6 Identity 


A C 

4 D 


NCBI Description 


(AC005936) putative DNA-binding protein [Arabidopsis 




thaliana] 


Seq. No. 


294033 


beq. ID 


TTtnri^'? n /I o pt t^i qi i 
LilrSJUo / -U4Z— y±-i\X-r>xl 


Metnod 


T3 T 7\ O rn V 

BLAblA 


NCBI GI 


gl708107 


BLAST score 


245 


E value 


y . Ue-^idl 


Match length 


85 


% identity 


62 


NCBI Description 


HIbTONE H^:B >gi 4 /obUo (UUozzo) nistone rizb [Ziea laaysj 


Seq. No. 


294034 


beq. lU 




Method 


bliAb i A 


NCBI GI 


g2281090 


BLAST score 


257 


E value 


2 , 0e-z2 


Matcn lengtn 


Al 


% identity 


57 


NCBI Description 


(ALUUzoooj nypotnericai prorem [Araoiciopsis cnaxianaj 


Seq. No. 


294035 


beq. lu 


IiIJdoUo / •"U4Z"*yi-*r\.x— UO 


Method 


BLASTX 


JNUrJl kjL 


gi / u y Joo 


BLAST score 


238 


E value 


4.0e-20 


Match length 


106 


% identity 


44 


NCBI Description 


NUCLEOSIDE-TRIPHOSPHATASE (NUCLEOSIDE TRIPHOSPHATE 



PHOSPHOHYDROLASE) (NTPASE) >gi_629638_pir S48859 

nucleoside triphosphatase - garden pea 

>gi__2129890_pir S65147 nucleoside triphosphatase 

precursor, chromatin-associated - garden pea 
>gi_563612_emb_CAA83655_ (Z32743) nucleoside triphosphatase 
[Pisum sativum] >gi_4519173_dbj_BAA75506 . 1_ (AB022319) 
nucleoside triphosphatase (NTPase) [Pisum sativum] 



41056 



Seq. No. 


o Q /! n Q 


Seq. ID 


TTnon^n n /I o vi r*'^ 
LIBoUb / — U4z— vjj 


Method 


T* T 7\ O m XT 

BLASTN 


NCBI GI 


g22312 


BLAST score 


50 


E value 


1 . ue-iy 


Match length 


105 


% identity 


90 


NCBI Description 


Maize mauciDxe gene xui. yiyt-^xiit; j-xuii 




abscisic acid) 


Seq. No. 




Seq. ID 


LIB3067-04z-Ql-Kl-bo 


Method 


BLASTX 


NCBI GI 


g927575 


BLAST score 


141 


E value 


3.0e-09 


Match length 


59 


% identity 


42 


NCBI Description 


(U12926) alpha galactosidase [Glycine max] 


Seq. No. 




Seq. ID 


LIB3U57"-04i-Ql-Kl-Uiz 


Method 


BLASTX 


NCBI GI 


™fi A O C O C 

gyUzozo 


BLAST score 


380 


E value 


9.0e-37 


Match length 


106 


% identity 


76 


NCBI Description 


(U29160) ubiquitin fusion protein [Zea mays] 


>gi iDoyJo / prr Zzllz4Uf\ UDiquxnn rusion prouexii 




mays] 


Seq. No. 




Seq. ID 


LIB3067-043-Q1-K1-CO 


Method 


BLASTX 


NCBI GI 


g3360291 


BLAST score 


137 


E value 


9. Oe-09 


Match length 


37 


% identity 


73 


NCBI Description 


(AcUzjibD} leucine ricn repeat Tiransmemurane pLuut; 




2 [Zea mays] 


Seq. No. 


O A ^ A /I A 

zy4U4U 


Seq, ID 


LIB3067-04o-Ql-Ki-UD 


Method 


BLASTX 


NCBI GI 


g606815 


BLAST score 


297 


E value 


c Art on 


Match length 


87 


% identity 


24 


NCBI Description 


(U08403) carbonic anhydrase [Zea mays] 


Seq. No. 


294041 


Seq. ID 


LIB3067-043-Q1-K1-D7 
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Method 

NCBI GI 

BLiAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 
g22292 
47 

2.0e-17 

47 

100 

Z.mays mRNA for glycine-rich protein 
294042 

LIB3067-043-Q1-K1-E1 

BLASTX 

gll8104 

474 

9.0e"48 

107 
85 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi__829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 

294043 

LIB3067-043-Q1-K1-H3 

BLASTX 

gl076386 

369 

l.Oe-35 

79 

86 

protein kinase ADKl - Arabidopsis thaliana >gi_1216484 
(U48779} dual specificity kinase 1 [Arabidopsis thaliana] 

294044 

LIB3067-044-Q1-K1-A11 

BLASTX 

gl707998 

288 

3.0e-26 

78 

76 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYL TRANSFERASE) 
(SHMT) >gi_481944_pir S40218 glycine 

hydroxymethyl transferase (EC 2.1.2.1) - potato 

>gi_438247_emb__CAA81082_ (Z25863) glycine 

hydroxymethyltransf erase [Solanum tuberosum] 

294045 

LIB3067-044-Q1-K1-A5 

BLASTN 

g22330 

65 

2.0e-28 

97 

93 

Z.mays Zmhoxla mRNA for homeobox protein 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294046 

LIB3067-044-Q1-K1-B8 

BLASTX 

g4587598 

480 

2.0e-48 

128 
72 

(AC006951) putative 3-oxoacyl carrier protein synthase II 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294047 

LIB3067-044-Q1-K1-C6 

BLASTX 

g2290202 

228 

8.0e-19 

89 

53 

(U87148) 
nucellin 



nucellin [Hordeum vulgare] 
[ Horde xam vulgare] 



>gi_2290204 (U87149) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294048 

LIB3067-044-Q1-K1-F2 

BLASTX 

g2500354 

285 

8.0e-26 

71 

80 

60S RIBOSOMAL PROTEIN LIO (EQM) >gi_1902894_dbj_BAA194 62_ 
(AB001891) QM family protein [Solanum melongena] 



Seq. No. 


294049 


Seq. ID 


LIB3067-044-Q1-K1-F9 


Method 


BLASTN 


NCBI GI 


g22320 


BLAST score 


40 


E value 


4.0e-13 


Match length 


64 


% identity 


91 


NCBI Description 


Maize HI inRNA for HI histone 


Seq. No. 


294050 


Seq. ID 


LIB3067-045-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


gl00598 


BLAST score 


489 


E value 


2.0e-49 


Match length 


124 


% identity 


81 


NCBI Description 


ubiquitin / ribosomal protein 



- barley >gi_167073 



(M60175) ubiquitin [Hordeum vulgare] 



Seq. No. 
Seq. ID 



294051 

LIB3067-045-Q1-K1-A3 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl044940 

152 

3.0e-10 

50 

64 

{X92422) 



fusion gene [Zea mays] 



294052 

LIB3067-045-Q1-K1-B8 

BLASTX 

g3980397 

246 

6.0e-21 

118 
47 

(AC004561) putative protein phosphatase 2C [Arabidopsis 
thaliana] 



Seq. No, 


294053 


Seq. ID 


LIB3067-045-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


gl845197 


BLAST score 


238 


E value 


5. Oe-20 


Match length 


93 


% identity 


52 


NCBI Description 


(Y08298) HMGc2 [Zea mays] 


Seq. No. 


294054 


Seq. ID 


LIB3067-045-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g4204310 


BLAST score 


371 


E value 


l.Oe-35 


Match length 


97 


% identity 


72 


NCBI Description 


(AC003027) lcl__prt_seq No 




[Arabidopsis thaliana] 


Seq, No. 


294055 


Seq, ID 


LIB3067-045-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g4582436 


BLAST score 


358 


E value 


3.0e-34 


Match length 


83 


% identity 


83 


NCBI Description 


{AC007196) unlcnown proteii 


Seq. No. 


294056 


Seq, ID 


LIB3067-045-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g4455210 


BLAST score 


482 


E value 


l.Oe-48 



Match length 



131 
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% identity 

NCBI Description 



70 

{AL035440) putative aspartate-tRNA ligase [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



294057 

LIB3067-045-Q1-K1-G8 

BLASTX 

g464707 

268 

4.0e-27 

91 

69 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S374 96 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_einb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_einb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb__CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb__CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

294058 

LIB3067-045-Q1-K1-H2 

BLASTN 

g3411265 

34 

l.Oe-09 

46 

93 

Zea mays pullulanase-type starch debranching enzyme (zpul) 
mRNA, complete cds 

294059 

LIB3067-046-Q1-K1-C2 

BLASTN 

gl864000 

46 

7.0e-17 

106 

86 

Maize DNA for Fd III, complete cds 
294060 ^ 

LIB3067-046-Q1-K1-C6 

BLASTX 

g3819164 

306 

6.0e-28 

101 

62 



41061 



II 



NCBI Description 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



{AJ012318) cytosolic chaperonin, delta-subunit [Glycine 
max] 

294061 

LIB3067-046-Q1-K1-D1 

BLASTX 

g2129622 

260 

l.Oe-22 

63 

79 

immunophilin FKBP15-1 - Arabidopsis thaliana >gi_1272406 
(U5204 6) immunophilin [Arabidopsis thaliana] 

294062 

LIB3067-046-Q1-K1-F7 

BLASTX 

g417154 

299 

2.0e-27 

64 

97 

HEAT SHOCK PROTEIN 82 >gi_100685__pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi__20256_einb_CAA77978_ {Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 

294063 

LIB3067-04 6-Q1-K1-G4 

BLASTX 

g4522004 

245 

6.0e-21 

88 

59 

(AC007069) putative histidine kinase, sensory transduction 
[Arabidopsis thaliana] 

294064 

LIB3067-04 6-Q1-K1-H5 

BLASTX 

g2262143 

349 

4.0e-33 

96 

68 

{AC002330) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

294065 

LIB3067-046-Q1-K1-H9 

BLASTX 

gll54954 

211 

4.0e-17 

52 

87 



41062 



NCBI Description (X94693) histone H2A [Triticum aestiviom] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294066 

LIB3067-047-Q1-K1-A2 

BLASTX 

g2541876 

179 

5.0e-13 

113 
38 

(D26015) CND41, chloropiast nucleoid DNA binding protein 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294067 

LIB3067-047-Q1-K1-A9 

BLASTX 

gl085973 

218 

9.0e-18 

45 

91 

isopentyl pyrophosphate isomerase - Clarkia breweri 
(fragment) >gi_572635_emb_CAA57 94 7_ (X82627) isopentenyl 
pyrophosphate isomerase [Clarkia breweri] 



Seq. No. 


294068 


Seq. ID 


LIB3067-047-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g4510363 


BLAST score 


375 


E value 


5.0e-36 


Match length 


85 


% identity 


82 


NCBI Description 


(AC007017) putative DNA-binding protein [Arab 




thaliana] 


Seq. No. 


294069 


Seq. ID 


LIB3067-047-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g2286111 


BLAST score 


307 


E value 


4.0e-28 


Match length 


94 


% identity 


66 


NCBI Description 


(U78891) MADS box protein [Oryza sativa] 


Seq. No. 


294070 


Seq. ID 


LIB3067-047-Q1-K1-D1 


Method 


BLASTN 


NCBI GI 


g4416300 


BLAST score 


109 


E value 


3.0e-54 


Match length 


371 


% identity 


83 


NCBI Description 


Zea mays chromosome 4 22 kDa zein-associated 




region, complete sequence 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294071 

LIB3067-047-Q1-K1-D7 

BLASTX 

g3660469 

568 

l.Oe-58 

145 

80 

(AJ001808) succinyl-CoA-ligase beta subunit [Arabidopsis 
thaliana] >gi_4512693_gb_AAD2174 6. 1_ (AC006569) 
succinyl-CoA ligase beta subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294072 

LIB3067-047-Q1-K1-E10 

BLASTX 

g3426038 

315 

8.0e-32 

125 

62 

(AC005168) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294073 

LIB3067-047-Q1-K1-E12 

BLASTX 

gl708107 

196 

4.0e-15 

39 

100 

HISTONE H2B >gi_473605 (U08226) histone H2B [Zea mays] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294074 

LIB3067-047-Q1-K1-E3 

BLASTX 

gll70898 

214 

3.0e-17 

109 

49 

MALATE DEHYDROGENASE, MITOCHONDRIAL PRECURSOR 

>gi_629659_pir S44167 malate dehydrogenase, mitochondrial 

- cider tree >gi_473206_emb_CAA55383_ {X78800) 
mitochondrial malate dehydrogenase [Eucalyptus gunnii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294075 

LIB3067-048-Q1-K1-A12 

BLASTN 

g257040 

230 

l.Oe-126 

398 
89 

hydroxyproline-rich glycoprotein [maize, Genomic, 17 03 nt] 



Seq. No. 
Seq. ID 



294076 

LIB3067-048-Q1-K1-A4 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4588012 

405 

2.0e-39 

142 

55 

(AF085717) putative callose synthase catalytic subunit 
[Gossypium hirsutum] 

294077 

LIB3067-048-Q1-K1-E1 

BLASTX 

gl084427 

221 

5.0e-18 

53 

66 

gipl protein - garden petunia >gi_825524_einb_CAA60677_ 
(X87225) gipl [Petunia x hybrida] 

294078 

LIB3067-048-Q1-K1-E10 

BLASTN 

g4416300 

182 

7,0e-98 

194 

36 

Zea mays chromosome 4 22 kDa zein-associated intercluster 
region, complete sequence 



Seq. No. 


294079 


Seq. ID 


LIB3067-048-Q1-K1-F9 


Method 


BLASTN 


NCBI GI 


g296593 


BLAST score 


51 


E value 


l.Oe-19 


Match length 


75 


% identity 


92 


NCBI Description 


H. vulgare pZE40 gene 


Seq* No. 


294080 


Seq. ID 


LIB3067-048-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


gl709000 


BLAST score 


529 


E value 


5.0e-54 


Match length 


127 


% identity 


83 


NCBI Description 


S-ADENOSYLMETHIONINE 



THETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_960357_dbj_BAA09895_ (D63835) S-adenosylmethionine 
synthetase [Hordeum vulgare] 



Seq, No. 
Seq. ID 
Method 



294081 

LIB3067-048-Q1-K1-H1 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl362162 
157 

l.Oe-10 

87 

39 

beta-glucosidase BGQ60 precursor - barley >gi_804656 
(L41869) beta-glucosidase [Hordeum vulgare] 



294082 

LIB3067-049-Q1-K1-C4 

BLASTN 

g939784 

79 

4.0e-37 

99 

96 

Zea mays MADS-box protein (ZAPl) 



mRNA, complete cds 



294083 

LIB3067-049-Q1-K1-D7 

BLASTN 

g3851332 

216 

l.Oe-118 

232 

99 

Z.mays mRNA for putative MADS-domain transcription factor, 
ZMM7 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294084 

LIB3067-049-Q1-K1-E10 

BLASTX 

g462195 

364 

l.Oe-34 

109 

65 

PROTEIN TRANSLATION FACTOR SUIl HOMOLOG (G0S2 PROTEIN) 

>gi_100682_pir S21636 G0S2 protein - rice 

>gi_20238_einb_CAA36190_ (X51910) G0S2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



294085 

LIB3067-04 9-Q1-K1-G11 

BLASTX 

g3386615 

160 

7.0e-ll 

45 

62 

(AC004 665) putative phosphomannomutase [Arabidopsis 
thaliana] 

294086 

LIB3067-050-Q1-K1-A8 
BLASTX 



41066 



0 



NCBI GI 

BLAST score 

Z value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3582332 
189 

3.0e-14 

78 

42 

{AC0054 96) unknown protein [Arabidopsis thaliana] 
294087 

LIB3067-050-Q1-K1-F12 

BLASTX 

g3163946 

356 

7,0e-34 

93 

73 

(AJ005599) alpha-tubulin 1 [Eleusine indica] 
294088 

LIB3067-050-Q1-K1-F7 

BLASTN 

g939784 

125 

7.0e-64 

165 
95 

Zea mays MADS-box protein (ZAPl) itiRNA, complete cds 
294089 

LIB3067-050-Q1-K1-G4 

BLASTX 

g3024363 

396 

l.Oe-38 

95 

79 

PHENYLALANINE AMMONIA-LYASE >gi_14 83610_emb_CAA6803 6_ 
(X99705) phenylalanine ammonia-lyase [Triticum aestivum] 

294090 

LIB3067-051-Q1-K1-C6 

BLASTX 

g3738297 

154 

4.0e-10 

32 

75 

(AC005309) unknown protein [Arabidopsis thaliana] 
294091 

LIB3067-051-Q1-K1-C9 

BLASTX 

g3914685 

285 

2.0e-25 

95 

65 

60S RIBOSOMAL PROTEIN L17 >gi 2668748 (AF034948) ribosomal 



41067 



protein LI 7 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294092, 

LIB3067-051-Q1-K1-D3 

BLASTX 

g585551 

543 

9.0e-56 

107 

96 

NUCLEOSIDE DIPHOSPHATE KINASE I (NDK I) (NDP KINASE I) 

>gi_629798__pir S43330 nucleoside-diphosphate kinase (EC 

2.7.4.6) - rice >gi_303849_dbj_BAA03798__ {D16292) 
nucleoside diphosphate kinase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294093 

LIB3067-051-Q1-K1- 

BLASTX 

gl658193 

372 

l.Oe-35 
133 
61 

(U74319) 
bicolor] 



■D9 



obtusifoliol 14-alpha demethylase CYP51 [Sorghum 



Seq. No. 


294094 


Seq. ID 


LIB3067-051-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g4567249 


BLAST score 


246 


E value 


6,0e-21 


Match length 


58 


% identity 


76 


NCBI Description 


(AC007070) hypothetical protein 


Seq. No. 


294095 


Seq. ID 


LIB3067-051-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g4567247 


BLAST score 


160 


E value 


8,0e-ll 


Match length 


122 


% identity 


35 


NCBI Description 


(AC007070) unknown protein [Arab 


Seq. No. 


294096 


Seq. ID 


LIB3067-051-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


gl32964 


BLAST score 


145 


E value 


2.0e-09 


Match length 


52 


% identity 


52 


NCBI Description 


60S RIBOSOMAL PROTEIN L29 (P23) 



_71376_pir R6RT43 

ribosomal protein RL43 - rat >gi_57145__emb_CAA43146_ 
(X60744) ribosomal protein [Rattus norvegicus] 



41068 



>gi_312208_emb_CAA48344_ (X68283) rat ribosomal protein L29 
[Rattus norvegicus] 



Seq. No. 


294097 


Seq. ID 


LIB3067-051-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g3914935 


BLAST score 


158 


E value 


2.0e-22 


Match length 


99 


% identity 


50 


NCBI Description 


40S RIBOSOMAL PROTEIN SA {P40) >gi_32040 




(AJ006759) ribosome-associated protein p' 




arietinum] 


Seq. No. 


294098 


Seq. ID 


LIB3067-052-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g4049341 


BLAST score 


181 


E value 


l.Oe-13 


Match length 


82 


% identity 


51 


NCBI Description 


{AL034567) putative protein [Arabidopsis 


Seq. No. 


294099 


.Sea ID 


LIB3067-052-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g3355483 


BLAST score 


253 


E value 


l.Oe-21 


Match length 


62 


% identity 


68 


NCBI Description 


(AC004218) gibberellin-regulated protein 




[Arabidopsis thaliana] 


Seq. No. 


294100 


Seq. ID 


LIB3067-052-Q1-K1-B3 


Method 


BLASTN 


NCBI GI 


gl906603 


BLAST score 


77 


E value 


3.0e-35 


Match length 


109 


% identity 


92 


NCBI Description 


Zea mays ACCase gene, intron containing 




colonist2 retrotransposons and reverse t 




pseudogene, complete sequence 


Seq. No. 


294101 


Seq. ID 


LIB3067-052-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g3869280 


BLAST score 


218 


E value 


4.0e-20 


Match length 


70 


% identity 


73 


NCBI Description 


(AF06478 6) beta-galactosidase precursor 



41069 



Seq. No. 


zi^41Uz 


Seq. ID 


LIB3067-052-Q1-K1-C3 


Method 


BLASTN 


NCBI GI 


g4007864 


BLAST score 


-ICO 

153 


E value 


1 ■ Oe-80 


Match length 


309 


% identity 


28 


NCBI Description 


2ea mays HRGP gene, AC1503 line 


Seq* No. 


294103 


Seq. ID 


LIBJUo f -{)DZ-Qi-Kl~hL 


Method 


BLASTX 


NCBI GI 


g482985 


BLAST score 


213 


E value 


2.0e-17 


Match length 


33 


% identity 


100 


NCBI Description 


chitinase (EC 3.2,1.14) precurso 


Seq. No. 


294104 


Seq. ID 


LIB3067-052-Q1-K1-E5 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


8.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq, No. 


294105 


Seq. ID 


LIB3067-052-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g4103243 


BLAST score 


198 


E value 


2,0e-15 


Match length 


65 


% identity 


57 


NCBI Description 


(AF022368) BIPOSTO [Arabidopsis 


Seq. No. 


294106 


Seq. ID 


LIB3067-052-Q1-K1-H3 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


8,0e-ll 


Match length 


48 


% identity 


67 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


294107 


Seq. ID 


LIB3067-053-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g4586021 


BLAST score 


169 


E value 


7.0e-12 



maize (fragment) 



41070 




Match length 


54 


% identity 


63 


NCBI Description 


(AC007170) putative cytoplasmic aconitate hydratase 




[Arabidopsis thaiiana] 


Seq. No. 


294108 


Seq. ID 


LIB3 067-0 53 -Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


gll8104 


BLAST score 


581 


E value 


4 . Oe-60 


Match length 


125 


% identity 


89 


NCBI Description 


PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 




(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 




>gi 68408 pir CS2M peptidylprolyl isomerase (EC 5,2.1.8) 




maize >gi_168461 (M55021) cyclophilin [Zea mays] 




>gi_829148_einb__CAA48638_ (X68678) cyclophilin [Zea mays] 


Seq. No. 


294109 


Seq. ID 


LIB3067-053-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g4090257 


BLAST score 


143 


E value 


5.0e-09 


Match length 


88 


% identity 


43 


NCBI Description 


(AJ131732) ribosomal protein L37A [Pseudotsuga menziesii] 


Seq. No. 


294110 


Seq. ID 


LIB3067-053-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g2462746 


BLAST score 


185 


E value 


7.0e-14 


Match length 


108 


% identity 


41 


NCBI Description 


(AC002292) Similar to ATP-citrate-lyase [Arabidopsis 




thaiiana] 


Seq. No, 


294111 


Seq. ID 


LIB3067-053-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g2290780 


BLAST score 


150 


E value 


6.0e-10 


Match length 


57 


% identity 


54 


NCBI Description 


(AF002667) heat shock cognate protein [Solanum commersoni 


Seq. No. 


294112 


Seq. ID 


LIB3067-053-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g3036810 


BLAST score 


214 


E value 


3.0e-17 


Match length 


72 



41071 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



58 

{AL022373) putative Myc-type transcription factor 
[Arabidopsis thaliana] 

294113 

LIB3067-053-Q1-K1 -G6 

BLASTN 

g444046 

43 

6.0e-15 

103 
85 

Z.mays OBFl mRNA for ocs-element binding factor 
294114 

LIB3067-053-Q1-K1-H11 

BLASTX 

g2832694 

263 

6.0e-23 

143 

13 

(AL021713) putative protein [Arabidopsis thaliana] 
294115 

LIB3067-054-Q1-K1-C7 

BLASTN 

g3821780 

36 

9.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
294116 

LIB3067-054-Q1-K1-D10 

BLASTN 

gl914844 

53 

4.0e-21 

167 

86 

Zea mays ligulelessl protein (ligulelessl) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294117 

LIB3067-054-Q1-K1-H7 

BLASTN 

g4416300 

75 

4.0e-34 

147 

89 

Zea mays chromosome 4 



22 kDa zein-associated intercluster 



region, complete sequence 



Seq. No. 



294118 



41072 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



§ 



LIB3067-054-Q1-K1-H8 

BLASTX 

g2245118 

197 

3.0e-15 
59 
61 

(Z973431 



hypothetical protein [Arabidopsis thaliana] 



294119 

LIB3067-055-Q1-K1-B1 

BLASTX 

g2414681 

174 

l.Oe-12 

38 

82 

(Z99174) cysteine proteinase precursor 



[Vicia narbonensis] 



294120 

LIB3067-055-Q1-K1-B6 

BLASTX 

g2497748 

162 

3.0e-ll 

53 

55 

NONSPECIFIC LIPID-TRANSFER PROTEIN 4 PRECURSOR (LTP 4) 
>gi_902058 (U29176) lipid transfer protein precursor [Oryza 
sativa] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



294121 

LIB3067-055-Q1-K1-C2 

BLASTX 

g2911280 

317 

3.0e-29 

122 

53 

(U73937) PK12 protein kinase 



[Nicotiana tabacum] 



294122 

LIB3067-055-Q1-K1-C3 

BLASTX 

g2935342 

412 

2.0e-40 

105 
72 

(AF044216) steroid 22-alpha-hydroxylase; 
[Arabidopsis thaliana] 

294123 

LIB3067-055-Q1-K1-C7 

BLASTX 

gl703199 

337 



DWF4; CYP90B1 



41073 



E value 
Match length 
% identity 
NCBI Description 



8.0e-32 

97 

64 

PROTEIN KINASE AFCl >gi_601787 (U16176) protein kinase 
[Arabidopsis thaliana] 



Seq. No* 
Seq, ID 
Method 
NCBI GI 



294124 

LIB3067-055-Q1-K1-D9 

BLASTX 

g282994 



BLAST score 


204 


E value 


l.Oe-16 


Match length 


58 


% identity 


72 


NCBI Description 


Sipl protein - barley >gi_167100 (M77475) seed imbibit. 




protein [Hordeum vulgare] 


Seq. No. 


294125 


Seq. ID 


LIB3067-055-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g4585995 


BLAST score 


241 


E value 


2.0e-20 


Match length 


65 


% identity 


71 


NCBI Description 


(AC005287) Hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


294126 


Seq. ID 


LIB3067-055-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g3757520 


BLAST score 


161 


E value 


3.0e-ll 


Match length 


48 


% identity 


65 


NCBI Description 


(AC005167) unknown protein [Arabidopsis thaliana] 


Seq. No. 


294127 


Seq. ID 


LIB3067-055-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g4099406 


BLAST score 


151 


E value 


4.0e-12 


Match length 


41 


% identity 


85 


NCBI Description 


(U86762) gamma-type tonoplast intrinsic protein [Triti 




aestivum] 


Seq. No. 


294128 


Seq. ID 


LIB3067-055-Q1-K1-H11 


Method 


BLASTN 


NCBI GI 


g22237 


BLAST score 


71 


E value 


7.0e-32 


Match length 


218 


% identity 


84 


NCBI Description 


Maize mRNA for cytosolic GAPDH (GapC) 



41074 



glyceraldehyde-3-phosphate dehydrogenase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294129 

LIB3067-056-Q1-K1-D5 

BLASTN 

g3821780 

33 

5.0e-09 

37 
97 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 


294130 


Seq. ID 


LIB3067-056-Q1-K1-F12 


Method 


BLASTX 




a70753 


BLAST score 


191 


E value 


l.Oe-14 


Match length 


61 


% identity 


66 


NCBI Description 


histone H3 - garden pea >gi_8261C 




wheat 


Seq. No. 


294131 


Seq. ID 


LIB3067-056-Q1-K1-F7 




RLASTN 

1 1 1 11— 1 1 1 X 


NCBI GI 


gl244652 


BLAST score 


104 


E value 


l.Oe-51 


Match length 


198 


% identity 


97 


NCBI Description 


Zea mays copia-type retroelement 




cds 


S'eq . No . 


294132 




T.TB3067-057-O1-K1-A5 


Method 


BLASTX 


NCBI GI 


gll43864 


BLAST score 


331 


E value 


2.0e-33 


Match length 


106 


% identity 


74 


NCBI Description 


(U28047) beta glucosidase [Oryza 


Seq. No. 


294133 


Seq. ID 


LIB3G67-057-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2982289 


BLAST score 


140 


E value 


8.0e-09 


Match length 


47 


% identity 


64 


NCBI Description 


(AF051229) 60S ribosomal protein 


Seq. No. 


294134 


Seq. ID 


LIB3067-057-Q1-K1-C11 


Method 


BLASTN 



H3 - 



41075 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2668739 
47 

2.0e-17 

107 

87 

Zea mays translation initiation factor G0S2 (TIF) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294135 

LIB3067-057-Q1-K1-D12 

BLASTX 

g4262186 

199 

8.0e-16 
70 
57 

(AC005508) 
thaliana] 



Highly similar to cullin 3 [Arabidopsis 



Seq. No, 


294136 


Seq. ID 


LIB3067-057-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g2668742 




385 


E value 


2.0e-37 


Match length 


84 


% identity 


89 


NCBI Description 


(AF034945) glycine-rich RNA 


Seq. No. 


294137 


Seq. ID 


LIB3067-057-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g3138799 


BLAST score 


568 


E value 


l.Oe-58 


Match length 


134 


% identity 


82 


NCBI Description 


{AB014058) beta 6 subunit o 


Seq. No. 


294138 


Seq. ID 


LIB3067-057-Q1-K1-G4 


Method 


BLASTN 


NCBI GI 


g4007864 


BLAST score 


198 


E value 


l.Oe-107 


Match length 


302 


% identity 


31 


NCBI Description 


Zea mays HRGP gene, AC1503 


Seq, No. 


294139 


Seq. ID 


LIB3067-058-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g4039152 


BLAST score 


166 


E value 


l.Oe-11 


Match length 


52 


% identity 


62 



41076 



NCBI Description 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



{AF104221) low temperature and salt responsive protein 
LTI6B [Arabidopsis thaliana] >gi_4325219_gb__AAD17303_ 
(AF122006) 'hydrophobic protein [Arabidopsis thaliana] 

294140 

LIB3067-058-Q1-K1-D4 

BLASTX 

g4038044 

452 

4.0e-45 

130 

59 

{AC005936) unknown protein [Arabidopsis thaliana] 
>gi_4406788_gb_AAD20098_ {AC006532) unknown protein 
[Arabidopsis thaliana] 

294141 

LIB3067-058-Q1-K1-H9 

BLASTX 

g3915866 

509 

9.0e-52 

125 

73 

GLUTAMINYL-TRNA SYNTHETASE (GLUTAMINE—TRNA LIGASE) (GLNRS) 
>gi__2995455_einb_CAA62901_ (X91787) tRNA- glut amine 
synthetase [Lupinus luteus] 



Seq. No. 


294142 


Seq. ID 


LIB3067-059-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g2618699 


BLAST score 


146 


E value 


2,0e-09 


Match length 


93 


% identity 


31 


NCBI Description 


(AC002510) unknown protein 


Seq. No. 


294143 


Seq. ID 


LIB3067-059-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g951172 


BLAST score 


459 


E value 


6.0e-46 


Match length 


108 


% identity 


85 


NCBI Description 


(U31521) MADS box protein 




>gi_l 001 93 4_emb_CAA5 65 0 4_ 


Seq. No, 


294144 


Seq. ID 


LIB3067-059-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g4056486 


BLAST score 


189 


E value 


2,0e-14 


Match length 


116 


% identity 


40 



{X80206) ZAG2 [Zea mays] 



41077 



0 



NCBI Description {AC005896) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294145 

LIB3067-059-ai-Kl-E5 

BLASTX 

g4056486 

177 

6.0e-13 

106 

39 

(AC005896) hypothetical protein [Arabidopsis thaliana] 
294146 

LIB3067-059-Q1-K1-F1 

BLASTX 

g548851 

251 

l.Oe-21 

87 

62 

40S RIBOSOMAL PROTEIN S20 >gi_481226_pir S38356 ribosomal 

protein 320 - rice >gi_391875_dbj__BAA02157_ {D12632) 40S 
subunit ribosomal protein [Oryza sativa] 



Seq. No, 


294147 


Seq. ID 


LIB3067-059-Q1-K1-G6 


Method 


BLASTN 


NCBI GI 


gl213276 


BLAST score 


55 


E value 


5.0e-22 


Match length 


63 


% identity 


97 


NCBI Description 


Z.mays ZEMa gene 


Seq. No- 


294148 


Seq. ID 


LIB3067-060-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g2984709 


BLAST score 


151 


E value 


4.0e-10 


Match length 


44 


% identity 


68 


NCBI Description 


(AF053468) DnaJ-related prot 


Seq. No. 


294149 


Seq. ID 


LIB3067-060-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3114966 


BLAST score 


156 


E value 


l.Oe-10 


Match length 


48 


% identity 


54 


NCBI Description 


(Y14996) prolidase [Suberite 


Seq. No. 


294150 


Seq. ID 


LIB3067-060-Q1-K1-E7 


Method 


BLASTX 



41078 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3461848 
151 

2.0e-ll 

64 

62 

(AC005315) putative ATPase [Arabidopsis thaliana] 
294151 

LIB3067-060-Q1-K1-E8 

BLASTX 

g4056437 

312 

l.Oe-28 

75 

80 

{AC005990) Strong similarity to PFAM PF_00069 Eukaryotic 
protein kinase domain. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



294152 

LIB3067-060-Q1-K1-F6 

BLASTN 

g829147 

134 

2.0e-69 

154 

97 

Z.mays gene for cyclophilin 
294153 

LIB3067-060-Q1-K1-F9 

BLASTX 

gll9355 

242 

6.0e-21 

73 

70 

ENOLASE 1 (2-PHOSPHOGLYCERATE DEHYDRATASE 1) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE 1) 

>gi_100869_pir S16257 phosphopyruvate hydratase (EC 

4.2.1.11) - maize >gi__22273_emb_CAA394 54_ (X55981) enolase 

[Zea mays] 

294154 

LIB3067-060-Q1-K1-G6 

BLASTX 

g2462748 

209 

l.Oe-16 

122 

39 

(AC002292) putative Clathrin Coat Assembly protein 
[Arabidopsis thaliana] 

294155 

LIB3068-001-Q1-K1-A10 

BLASTX 

g3882173 



41079 



BLAST score 551 

E value l,0e-56 

Match length 139 

% identity 77 

NCBI Description (AB018269) KIAA0726 protein [Homo sapiens] 

Seq, No. 294156 

Seq. ID LIB3068-001-Q1-K1-A12 

Method BLASTX 

NCBI GI g3831580 

BLAST score 190 

E value 2.0e-14 

Match length , 37 

% identity 86 

NCBI Description (AF061934) regulator of G-protein signaling 11; RGSll [Mus 
musculus] 



294157 

LIB3068-001-Q1-K1-A3 
BLASTX 
g321328 
671 

9.0e-71 

128 
99 

N-methyl-D-aspartate receptor IG precursor - rat >gi_4755 68 
(008268) N-methyl-D-aspartate receptor NMDARl-4b sufounit 
[Rattus norvegicus] 

294158 

LIB3068-001-Q1-K1-A9 
BLASTX 
g3514097 
209 

l.Oe-35 

119 
72 

(AF084260) signalosome subunit 2 [Homo sapiens] 
>gi_3639069_gb_AAC36309.1_ (AF087688) alien-like protein 
[Mus musculus] 

294159 

LIB3068-001-Q1-K1-B1 
BLASTX 
g4262600 
155 

3.0e-10 
86 
40 

(AF125956) similar to vertebrate galactoside-binding 
lectins (Pfam: PF00337, Score-76.8, E=1.5e-21, N-1) 
[Caenorhabditis elegans] 

Seq. No. 294160 

Seq. ID LIB3068-001-Q1-K1-B11 

Method BLASTX 

NCBI GI gl220311 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41080 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



396 

7.0e-39 

89 

91 

(L10340) elongation factor-1 alpha [Homo sapiens] 
294161 

LIB3068-001-Q1-K1-B7 

BLASTX 

g2599500 

583 

2.0e-60 

108 

99 

{AF029250) alpha-tubulin [Danio rerio] 
294162 

LIB3068-001-Q1-K1-C12 

BLASTN 

gl62786 

185 

l.Oe-99 

185 

100 

B.taurus cAMP-dependent protein kinase beta2-catalytic 
subunit (C-beta2) mRNA, complete cds 

294163 

LIB3068-001-Q1-K1-C6 

BLASTN 

gl066270 

82 

3.0e-38 

154 

89 

H. sapiens mRNA for Pr22 protein 
294164 

LIB3068-001-Q1-K1-C7 

BLASTX 

g3282515 

434 

6.0e-43 

135 

4 

(AF025771) C2H2 zinc finger protein splicing variant b2 
[Homo sapiens] >gi_3294542 {U95991) C2H2-type zinc finger 
protein [Homo sapiens] 

294165 

LIB3068-001-Q1-K1-D10 

BLASTN 

g4049331 

54 

7.0e-22 

82 

91 



41081 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Homo sapiens chromosome 11, clone hRPK. 112_H_10, complete 
sequence [Homo sapiens] 

294166 

LIB3068-001-Q1-K1-D6 

BLASTX 

g246796 

456 

l.Oe-45 

129 

73 

major centromere protein, CENP-B [human. Peptide, 594 aa] 
294167 

LIB3068-001-Q1-K1-E10 

BLASTX 

g585911 

540 

l.Oe-55 

108 

100 

HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN K (HNRNP K) 
(DC-STRETCH BINDING PROTEIN) (CSBP) (TRANSFORMATION 

UPREGULATED NUCLEAR PROTEIN) (TUNP) >gi_284150_pir ^A42058 

heterogeneous nuclear ribonucleoprotein complex K, hnRNP K 

- hiaman >gi_543380__pir S41495 dC stretch-binding protein 

CSBP - rat >gi_24147 8_bbs_74 67 9 (S74678) heterogeneous 
nuclear ribonucleoprotein complex K, hnRNP K [human. 
Peptide, 463 aa] [Homo sapiens] >gi_409389_dbj_BAA04566_ 
(D17711) dC-stretch binding protein (CSBP) [Rattus rattus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq- ID 
Method 
NCBI GI 
BLAST score 



294168 

LIB3068-001-Q1-K1-E11 

BLASTN 

gl78845 

40 

4.0e-13 

68 

90 

Human apolipoprotein D gene, exon 4 
294169 

LIB3068-001-Q1-K1-E3 

BLASTN 

g404675 

84 

2.0e-39 

120 
93 

Bos taurus (clones pCLYSIS and pCMGl) 
complete cds 

294170 

LIB3068-001-Q1-K1-F10 

BLASTN 

g399575 

38 



lysozyme mRNA, 



41082 



E value 


3.0e-12 


Match length 


/ U 


%• identity 


89 


NCBI Description 


Bos taurus myelin/oligodendrocyte glycoprotein mRNA 




sequence 


Seq. No. 


294171 


Seq. ID 


LIBoUoo-(JUl-Ql-Kl-F4 


Method 


BLASTX 


NCBI GI 


g2506439 


BLAST score 


612 


E value 


8 . Oe-64 


Match length 


124 


% identity 


97 


NCBI Description 




Seq. No. 


z941 /z 


Seq. ID 


LIBJUbo-UUl-Qi-KX-CjlU 


Metnoa 


rSliAo iA 


NCBI GI 


g3255965 


BLAST score 


152 


E value 


4 . Oe-10 


Match length 


30 


% identity 


93 


NCBI Description 


(270200) U5 snRNP-specif ic zUUJcD protein [Homo sapiens] 


Seq. No. 


294173 


Seq. ID 


LIB3068-001-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g321323 


BLAST score 


408 


E value 


3. Oe-40 


Match length 


84 


% identity 


94 


WLrii uescrxption 


N— methyl— D— aspartate receptor IB precursor — rat 




>gi 567 65 emb CAA4 6335 (X65227) NMDA receptor subunit. 




type NMDARl-LL [Rattus norvegicus] >gi_256031_bbs_11394 6 




{S44967) N-methyl-D-aspartate receptor subunit, NMDA- RIB 




[rats. Peptide, 959 aa] [Rattus sp.j >gi_475558 (U08263) 




N-methyl-D-aspartate receptor NMDARl-lb subunit [Rattus 




norvegicus] 


Seq, No. 


294174 


beq. xu 


T T Ti O f\ O nni Ei^T r^o 

Ll no U b 0 U U 1 1 —ixl -CjZ 


Method 


BLASTN 


NCBI GI 


g4507098 


BLAST score 


231 


E value 


l.Oe-127 


Match length 


351 



% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 



91 

Homo sapiens synaptosomal-associated protein, 25kD (SNAP25) 
mRNA >gi_2373387_dbj_D21267__D212 67 Homo sapiens mRNA, 
complete cds 

294175 

LIB3068-001-Q1-K1-G3 
BLASTN 



41083 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g559331 
67 

l.Oe-29 

178 

93 

Human mRNA for KIAA0080 gene, partial cds 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294176 _- 

LIB3068-001-Q1-K1-G4 

BLASTX 

gl942133 

387 

2.0e-37 

92 

83 

Chain A, SlOOb (SlOObeta) Nmr Data Was Collected From A 
Sample Of Calcium Free Protein At Ph 6.3 And A Temperature 
Of 311 K And 1.7-6.9 Mm Concentration, 25 Structures 
>gi__1942134_pdb_lCFP_B Chain B, SlOOb (SlOObeta) Nmr Data 
Was Collected From A Sample Of Calcium Free Protein At Ph 
6.3 And A Temperature Of 311 K And 1.7-6.9 Mm 
Concentration, ' 25 Structures >gi_554574 {J03742) 
calcium-modulated protein SlOQ-beta [Artificial gene] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294177 

LIB3068-001-Q1-K1-G5 

BLASTX 

gl498227 

199 

l.Oe-15 

39 

100 

(Y07570) PHAPI2b protein [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294178 

LIB3068-001-Q1-K1-G9 

BLASTN 

gl93411 

35 

4.0e-10 

47 

94 

Mus mus cuius GABA transporter mRNA sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

S value 

Match length 

% identity 

NCBI Description 



294179 

LIB3068-001-Q1-K1-H3 

BLASTN 

g4020145 

34 

2.0e-09 

58 

90 

Homo sapiens clone BAG 9H13 chromosome 8 map 8q21, 
sequence [Homo sapiens] 



complete 



Seq. No. 
Seq. ID 



294180 

LIB3068-001-Q1-K1-H4 



41084 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl526419 

543 

7,0e-56 

110 

95 

(D50366) 



KAP3A [Mus musculus] 



294181 

LIB3068-002-Q1-K1-A12 

BLASTX 

g2062169 

506 

2.0e-51 
139 
71 

(AC001645) 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ABC transporter (PDR5-like) isolog [Arabidopsis 



294182 

LIB3068-002-Q1-K1-D3 

BLASTX 

g312179 

575 

2.0e-59 

113 

97 

{X73151) glyceraldehyde 3-phosphate dehydrogenase 
(phosphorylating) [Zea mays] >gi_1184772 (U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_ll 8 5554 (U45858) glyceraldehyde- 3-phosphate 
dehydrogenase [Zea mays] 

294183 

LIB3068-002-Q1-K1-F4 

BLASTX 

g464863 

197 

9.0e-16 

60 

75 

26S PROTEASE REGULATORY SUBUNIT 8 (TAT-BINDING PROTEIN 

HOMOLOG 10) >gi_422297_pir JN0610 probable transcription 

factor DdTBPlO - slime mold (Dictyostelium discoideum) 

(fragment) >gi_290057 (L16579) HIVl TAT-binding protein 

[Dictyostelium discoideum] 

294184 

LIB3068-002-Q1-K1-G4 

BLASTX 

gl498388 

378 

l.Oe-36 

88 

85 

(U60510) actin [Zea mays] 



41085 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294185 

LIB3068-003-Q1-K1-A12 

BLASTN 

g3821780 

34 

7,0e-10 

34 

100 

Xenopus laevis cDNA clone 27A6-1 
294186 

LIB3068-003-Q1-K1-B1 

BLASTN 

g22268 

126 

l.Oe-64 

234 

90 

Maize (strain E41) mRNA for cell wall glycoprotein 
(partial) >gi__168458_gb_M36914_MZECWAC Z.mays cell wall 
protein mRNA, 3' end 

294187 

LIB3068-003-Q1-K1-B5 

BLASTX 

g729882 

549 

2.0e-56 

111 

88 

CASEIN KINASE II BETA' CHAIN (CK II) 

>gi_1076300_pir S47968 casein kinase II (EC 2.7.1.-) beta 

chain CKB2 - Arabidopsis thaliana >gi_467975 (U03984) 
casein kinase II beta subunit CKB2 [Arabidopsis thaliana] 
>gi_2245122_emb_CAB10544_ (Z97343) unnamed protein product 
[Arabidopsis thaliana] 

294188 

LIB3068-003-Q1-K1-C6 

BLASTX 

g3860247 

147 

3.0e-09 

54 

54 

(AC005824) unknown protein [Arabidopsis thaliana] 



294189 

LIB3068-003-Q1-K1-E9 

BLASTN 

g2062705 

36 

8.0e-ll 

36 
100 

Human butyrophilin (BTF5) 



mRNA, complete cds 



41086 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294190 

LIB3068-003-Q1-K1-F1 

BLASTX 

g3292827 

388 

l.Oe-37 

92 

84 

(AL031018) putative protein [Arabidopsis thaliana] 
294191 

LIB3068-003-Q1-K1-H7 

BLASTN 

g4206305 

291 

l.Oe-163 

395 
94 

Zea mays retrotransposon Cinful-1, complete sequence 
294192 

LIB3068-004-Q1-K1-B10 

BLASTX 

g2760334 

194 

3.0e-15 

50 

64 

(AC002130) F1N21.5 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



294193 

LIB3068-004-Q1-K1-C12 

BLASTX 

gl68445 

194 

4.0e-15 

71 

55 

(L00973) acidic class 



I chitinase [Zea mays] 



294194 

LIB3068-004-Q1-K1-D5 

BLASTX 

g3024122 

206 

8.0e-17 

45 

89 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) >gi_1778821 
(U82833) S-adenosyl-L-methionine synthetase [Oryza sativa] 

294195 

LIB3068-004-Q1-K1-G9 

BLASTN 

g7228263 

36 



41087 



E value 
Match length 
% identity 
NCBI Description 

Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-ll 

68 

88 

F.hygrometrica gene for 18S rRNA, 5.8S rRNA and 25S rRNA 
294196 

LIB3068-005-Q1-K1-A3 

BLASTN 

gl69818 

42 

8.0e-15 

134 

83 

Rice 25S ribosomal RNA gene 



294197 

LIB3068-005-Q1-K1-C10 

BLASTN 

g7228263 

42 

2.0e-14 

102 

85 

F.hygrometrica gene for 18 S rRNA, 



5,8S rRNA and 25S rRNA 



(PR-5) mRNA, 



294198 

LIB3068-005-Q1-K1-C6 

BLASTN 

g3290005 

106 

6.0e-53 

161 

91 

Zea mays pathogenesis related protein-5 
complete cds 

294199 

LIB3068-005-Q1-K1-G11 

BLASTN 

gl69818 

74 

2.0e-33 

277 

82 

Rice 25S ribosomal RNA gene 



294200 

LIB3068-005-Q1-K1-H11 

BLASTN 

g2138080 

37 

8.0e-12 

77 

88 

Agelanthus sansibaricus 18S ribosomal RNA gene, partial 
sequence 



41088 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294201 

LIB3068-006-Q1-K1-C7 

BLASTX 

g542175 

604 

6.0e-63 

119 

91 

endoxyloglucan transferase - wheat >gi_469511_dbj_BAA03924_ 
(D16457) endo-xyloglucan transferase [Triticum aestivum] 



Seq. No. 


294202 


Seq. ID 


LIB3068-007-Q1-K1-E12 


Method 


BLASTN 


NCBI GI 


g747914 


BLAST score 


40 


E value 


2.0e-13 


Match length 


64 


% identity 


91 


NCBI Description 


Z.mays CaMl mRNA for calmodulin 


Seq. No. 


294203 


Seq. ID 


LIB3068-007-Q1-K1-E8 


Method 


BLASTX 


NPRT GI 


a587564 

\^ *mJ \J * ^ \J T 


BLAST score 


270 


E value 


6.0e-24 


Match length 


76 


% identity 


67 


NCBI Description 


{X80235) mitochondrial processing peptidas 




tuberosum] 


Seq. No. 


294204 


Seq. ID 


LIB3068-007-Q1-K1-F1 




BLASTN 


NCBI GI 


g22332 


BLAST score 


199 


E value 


l.Oe-108 


Match length 


357 


% identity 


89 


NCBI Description 


Z.mays HRGP gene 


Seq. No. 


294205 


Seq. ID 


LIB3068-007-Q1-K1-F11 


Method 


BLASTN 


NCBI GI 


g22292 


BLAST score 


44 


E value 


7.0e-16 


Match length 


104 


% identity 


86 


NCBI Description 


Z.mays mRNA for glycine-rich protein 


Seq. No. 


294206 


Seq. ID 


LIB3068-007-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


g283045 


BLAST score 


160 



[Solanum 



41089 






E value 


3. Oe-11 




Match length 


59 




% identity 


58 




NCBI Description 


hydroxyproline-rich glycoprotein - maize 






>gi_22333_emb_CAA44844_ {X63134 ) hydroxyproline-rich 






glycoprotein [Zea mays] >gi_228 936_prf 1814452A Hyp-rich 






glycoprotein [Zea mays] 




Seq, No, 


294207 




Seq. ID 


LIB3068-007-Q1-K1-H8 




Method 


BLASTN 




NCBI GI 


g257040 




BLAST score 


133 




E value 


l.Oe-68 




Match length 


344 




% identity 


29 




NCBI Description 


hydroxyprolme-rich glycoprotein [maize, Genomic, 1703 nt] 




Seq. No. 


294208 




Seq. ID 


LIB3068-008-Q1-K1-A11 




Method 


BLASTX 


y ^ 


NCBI GI 


gll4193 




BLAST score 


273 




E value 


3.0e-24 




Match length 


77 




% identity 


66 




NCBI Description 


PHOSPHO-2-DEHYDRO-3-DEOXYHEPTONATE ALDOLASE 1 PRECURSOR 






(PHOSPHO-2-KETO-3-DEOXYHEPTONATE ALDOLASE 1) (DAHP 



SYNTHETASE 1) ( 3-DEOXY-D-ARABINO-HEPTULOSONATE 7-PHOSPHATE 
SYNTHASE 1) >gi_170225 (M64261) 

3-deoxy-D-arabino-heptulosonate 7-phosphate synthase 

[Nicotiana tabacum] >gi_228697_prf 1808327A 

deoxyheptulosonate phosphate synthase [Nicotiana tabacum] 



Seq. No. 


294209 


Seq. ID 


LIB3068-008-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g2058706 


BLAST score 


211 


E value 


9.0e-17 


Match length 


114 


% identity 


39 


NCBI Description 


(U95008) Rb7 [Lycopersicon esculentum] 


Seq. No. 


294210 


Seq. ID 


LIB3068-008-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g312179 


BLAST score 


557 


E value 


2.0e-57 


Match length 


107 


% identity 


99 


NCBI Description 


(X73151) glyceraldehyde 3-phosphate dehydrogenase 



(phosphoryiating) [Zea mays] >gi_1184772 (U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_1185554 (U45858) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] 



41090 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294211 

LIB3068-008-Q1-K1-H8 

BLASTX 

g2190992 

208 

2.0e-16 

69 
55 

{AF00435B) glutathione S-transf erase TSI-1 [Aegilops 
tauschii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294212 

LIB3068-009-Q1-K1-C12 

BLASTX 

g2326947 

350 

2.0e-33 

100 

72 

{Z50801) Chlorophyll a/b-binding protein CP29 precursor 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294213 

LIB3068-009-Q1-K1-F10 

BLASTX 

g548605 

262 

7.0e-23 

75 

79 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir ^A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



Seq. No. 


294214 


Seq. ID 


LIB3068-009-Q1-K1-F5 


Method 


BLASTN 


NCBI GI 


gll957 


BLAST score 


91 


E value 


9.0e-44 


Match length 


135 


% identity 


46 


NCBI Description 


Rice complete chloroplast genome 


Seq. No. 


294215 


Seq. ID 


LIB3068-009-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


gll5815 


BLAST score 


196 


E value 


2.0e-15 


Match length 


63 


% identity 


67 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF 



(CAB-M9) (LHCP) >gi_100866_pir_ 



LHCII TYPE I PRECURSOR 
S13098 chlorophyll 



41091 



a/b-binding protein precursor - maize 
>gi_22355_emb_CAA39376_ (X55892) light-harvesting 
chlorophyll a/b binding protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294216 

LIB3068-009-Q1-K1-H11 

BLASTX 

g283045 

176 

6.0e-13 

80 

49 

hydroxyproline-rich glycoprotein - maize 
>gi_22333_emb_CAA44844_ {X63134) hydroxyproline-rich 

glycoprotein [Zea mays] >gi_228936_prf 1814452A Hyp-rich 

glycoprotein [Zea mays] 



Seq. No. 


294217 




Seq. ID 


LIB3068-010-Q1-K1- 


-A8 


Method 


BLASTN 




NCBI GI 


gl9655 




BLAST score 


38 




E value 


5.0e-12 




Match length 


62 




% identity 


90 




NCBI Description 


M.sativa 26S rRNA 




Seq. No. 


294218 




Seq. ID 


LIB3068-010-Q1-K1- 


-BIO 


Method 


BLASTX 




NCBI GI 


g232031 




BLAST score 


274 




E value 


3.0e-24 




Match length 


74 




% identity 


72 





NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



ELONGATION FACTOR 1 BETA' >gi_322851_pir S29224 

translation elongation factor eEF-1 beta' chain - 



rice 



>gi_2 1 8 1 6 l_db j _BAAO 2 2 5 3_ 
[Oryza sativa] 



(D12821) elongation factor 1 beta 



294219 

LIB3068-010-Q1-K1-C7 

BLASTX 

g283045 

236 

5.0e-20 

68 

63 

hydroxyproline-rich glycoprotein - maize 
>gi_22333_emb_CAA44844_ (X63134) hydroxyproline-rich 

glycoprotein [Zea mays] >gi_228936_prf 1814452A Hyp-rich 

glycoprotein [Zea mays] 

294220 

LIB3068-010-Q1-K1-C8 

BLASTX 

g3645898 



41092 



BLAST score 


577 


E value 


l.Oe-59 


Match length 


144 


% identity 


78 


NCBI Description 


{U68408) in-frame stop codon; possibly 




mutation [Zea mays] 


Seq, No. 


294221 


Seq. ID 


LIB3068-010-Q1-K1-E1 


Method 


BLASTN 


NCBI GI 


g551482 


BLAST score 


78 


E value 


8.0e-36 


Match length 


156 


% identity 


89 


NCBI Description 


Zea mays ABA- and ripening-inducibie-1 




complete cds 


Seq. No. 


294222 


Seq, ID 


LIB3068-010-Q1-K1-H11 


Method 


BLASTN 


NCBI GI 


g556559 


BLAST score 


33 


E value 


4.0e-09 


Match length 


65 


% identity 


88 


NCBI Description 


Rice mRNA for homologue of Tat binding 




cds 


Seq. No. 


294223 


Seq. ID 


LIB3068-011-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl335862 


BLAST score 


219 


E value 


7 . Oe-18 


Match length 


119 


% identity 


42 


NCBI Description 


{U42608) clathrin heavy chain [Glycine 


Seq. No. 


294224 


Seq. ID 


LIB3068-011-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


gl498597 


BLAST score 


158 


E value 


l.Oe-10 


Match length 


88 


% identity 


42 


NCBI Description 


(U66105) phospholipid transfer protein 


Seq. No. 


294225 


Seq. ID 


LIB3068-011-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g4586242 


BLAST score 


206 


E value 


8.0e-17 


Match length 


60 


% identity 


67 



41093 



NCBI Description 



{AL049640) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294226 

LIB3068-011-Q1-K1-F10 

BLASTX 

g4154352 

242 

l.Oe-20 

115 

48 

(AF110333) PrMC3 [Pinus radiata] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294227 

LIB3068-011-Q1-K1-G11 

BLASTN 

g425799 

99 

2.0e-48 

210 

87 

Rice itiRNA for 17 S ribosomal 
sequence 



RNA (gene name AD486) , partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294228 

LIB3068-012-Q1-K1-B2 

BLASTX 

g3080420 

147 

3.0e-09 

93 

43 

{AL022604) 
thaliana] 



putative sugar transporter protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294229 

LIB3068-012-Q1-K1-B5 

BLASTX 

gll4649 

160 

3.0e-ll 

81 
46 

ATP SYNTHASE C CHAIN {LIPID-BINDING PROTEIN) (SUBUNIT III) 

>gi_67899_pir LWLVA H+-transporting ATP synthase (EC 

3.6.1.34) lipid-binding protein - liverwort (Marchantia 
polymorpha) chloroplast >gi_11653_emb_CAA28066_ (X04465) 
atpH [Marchantia polymorpha] 



Seq, No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



294230 

LIB3068-012-Q1-K1-D6 

BLASTN 

gl69818 

125 

7,0e-64 

256 

88 



41094 



NCBI Description Rice 25S ribosomal RNA gene 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294231 

LIB3068-012-Q1-K1-D7 

BLASTN 

g22091 

242 

l.Oe-133 

279 

97 

Z.diploperennis gene for hydroxyproline-rich glycoprotein 
294232 

LIB3068-012-Q1-K1-E4 

BLASTX 

g2499708 

279 

7.0e-26 

101 

63 

PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 
(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 
>gi_1020409_dbj_BAA11135_ (D73410) phospholipase D [Zea 
mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294233 

LIB3068-012-Q1-K1-F11 

BLASTX 

g627304 

164 

l,Oe-ll 

73 
59 

actin beta - goose >gi_213273 
anser] 



(M26111) beta-actin [Anser 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294234 

LIB3068-012-Q1-K1-F4 

BLASTX 

g2499709 

265 

l.Oe-23 

70 

71 

PHOSPHOLIPASE D 1 PRECURSOR (PLD 1) (CHOLINE PHOSPHATASE 1) 
(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D 1) 
>gi_1020415_dbj_BAA11136__ (D73411) phospholipase D [Oryza 
sativa] >gi_1902903_dbj_BAA19467__ (AB001920) phospholipase 
D [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



294235 

LIB3068-012-Q1-K1-G10 

BLASTN 

gl68608 

141 

2.0e-73 
185 



41095 



% identity 

NCBI Description 



94 

Maize 17S ribosomal RNA gene and flanks 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294236 

LIB3068-012-Q1-K1-H4 

BLASTN 

gl2888 

287 

l.Oe-160 

342 

96 

Maize mitochondrial gene for cytochrome c oxidase subunit 
(COX I) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294237 

LIB3068-012-Q1-K1-H8 

BLASTX 

g400872 

171 

4.0e-12 

36 

97 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VIII (PSI-I) 

>gi__1363532_pir S58561 photosystem I protein psal - maize 

chloroplast >gi_12433_emb_CAA43491_ {X61188) photosystem I 
subunit [Zea mays] >gi_902231_emb_CAA60295_ (X86563) psal 
[Zea mays] >gi__444322_prf 1906371A psal gene [Zea mays] 



Seq. No. 


294238 


Seq. ID 


LIB3068-( 


Method 


BLASTX 


NCBI GI 


g531829 


BLAST score 


141 


E value 


8.0e-09 


Match length 


68 


% identity 


49 


NCBI Description 


{U12390) 




pSportl] 


Seq. No. 


294239 


Seq. ID 


LIB3068-I 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 


412 


E value 


2.0e-40 


Match length 


86 


% identity 


94 


NCBI Description 


(AF03494 


Seq. No. 


294240 


Seq. ID 


LIB3068- 


Method 


BLASTN 


NCBI GI 


g2062705 


BLAST score 


36 


E value 


l,0e-10 


Match length 


36 


% identity 


100 



beta-galactosidase alpha peptide [cloning vector 



-Ql-Kl-Bll 



glycine-rich RNA binding protein [Zea mays] 



41096 



NCBI Description Human butyrophilin (BTF5) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



294241 

LIB3068-013-Q1-K1-C11 

BLASTX 

g3377836 

233 

2,0e-19 

100 
50 

{AF075598) contains similarity to reverse transcriptases 
[Arabidopsis thaliana] 

294242 

LIB3068-013-Q1-K1-E4 

BLASTN 

g546034 

40 

3.0e-13 

108 
84 

IRF170=rps operon {RNA editing, unspliced} [corn, 
seedlings, mRNA Chloroplast, 261 nt, segment 1 of 3] 

294243 

LIB3068-013-Q1-K1-E6 

BLASTN 

g902200 

349 

O.Oe+00 

378 

98 

Z.mays complete chloroplast genome 
294244 

LIB3068-013-Q1-K1-H9 

BLASTX 

gll84123 

275 

2.0e-24 

126 
43 

{U20809) auxin-induced protein [Vigna radiata] 
294245 

LIB3068-014-Q1-K1-A9 

BLASTN 

g2995383 

117 

2.0e-59 

161 

93 

Zea mays mays mRNA for cytochrome P450 monooxygenase, 
partial 

294246 

LIB3068-014-Q1-K1-B8 



41097 



0 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g409007 

140 

7.0e-09 

36 

67 

BBI-M=Bowman-Birk trypsin inhibitor-related protein [Zea 

mays=corn. Peptide, 102 aa] >gi_447268_prf I914141A 

trypsin inhibitor-related protein [Zea mays] 

294247 

LIB3068-014-Q1-K1-C10 

BLASTN 

g22091 

274 

l.Oe-153 

323 

97 

Z . diploperennis gene for hydroxyproline-rich glycoprotein 
294248 

LIB3068-014-Q1-K1-G12 

BLASTX 

g3393062 

196 

2.0e-15 

57 

68 

(Y17386) putative In2 . 1 protein [Triticum aestivum] 
294249 

LIB3068-014-Q1-K1-H9 

BLASTX 

g2668742 

326 

2.0e-30 

85 

78 

(AF034945) glycine-rich RNA binding protein [Zea mays] 
294250 

LIB3068-015-Q1-K1-A11 

BLASTX 

gl33999 

256 

2.0e-22 

82 
68 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S7 >gi_70904_pir R3RZ7 

ribosomal protein S7 - rice chloroplast 
>gi_12037_emb_CAA33942_ {X15901) ribosomal protein S7 
[Oryza sativa] >gi_12065__emb__CAA33919_ {X15901) ribosomal 

protein S7 [Oryza sativa] >gi_226657_prf 1603356CH 

ribosomal protein S7 [Oryza sativa] 



Seq. No. 
Seq. ID 



294251 

LIB3068-015-Q1-K1-B7 



41098 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 




# 



BLASTX 

g32-90006 

188 

3.0e-14 

65 

63 

(U82201) pathogenesis related protein-5 [Zea mays] 
294252 

LIB3068-015-Q1-K1-C1 

BLASTX 

gll57B6 

450 

7.0e-45 

102 
84 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB) (LHCP) >gi_82680_pir_A29119 chlorophyll a/b-binding 
protein - maize >gi_22357_emb_CAA68451_ (Y00379) LHCP [Zea 
mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 



294253 

LIB3068-015-Q1-K1-D2 

BLASTX 

gl076746 

349 

4.0e-42 

109 

84 

heat shock protein 70 - rice (fragment) 

>gi_763160_emb_CAA47948_ (X67711) heat shock protein 70 
[Oryza sativa] 

294254 

LIB3068-015-Q1-K1-D8 

BLASTN 

g22192 

66 

l.Oe-28 

122 

89 

Z.mays B-I gene for B transcriptional activator 
294255 

LIB3068-015-Q1-K1-F7 

BLASTN 

g2995383 

69 

9.0e-31 

185 

84 

Zea mays mays mRNA for cytochrome P450 monooxygenase, 
partial 

294256 

LIB3068-015-Q1-K1-G2 
BLASTX 



41099 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



g4539665 
356 

9.0e-34 

135 
53 

(AF061282) 



polyprotein [Sorghum bicolor] 



294257 

LIB3068-015-Q1-K1-G6 

BLASTX 

g3769673 

268 

2.0e-23 

122 

39 

{AF095285) Tic20 [Pisum sativum] 
294258 

LIB3068-016-Q1-K1-C2 

BLASTN 

g22091 

172 

3,0e-92 

205 

96 

Z.diploperennis gene for hydroxyproline-rich glycoprotein 
294259 

LIB3068-016-Q1-K1-D3 

BLASTX 

gll72861 

222 

7.0e-20 

107 

52 

RIBULOSE BISPHOSPHATE CARBOXYLASE LARGE CHAIN PRECURSOR 

(RUBISCO LARGE SUBUNIT) >gi_1363613_pir S58560 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) large chain 
- maize chloroplast >gi_18036_emb_CAA78027_ (Z11973) 
Ribulose bisphosphate carboxylase [Zea mays] 
>gi_902230_emb_CAA60294_ (X86563) rubisco large subunit 
[Zea mays] 

294260 

LIB3068-016-Q1-K1-E8 

BLASTN 

g2995383 

84 

l.Oe-39 

188 

87 

Zea mays mays mRNA for cytochrome P450 monooxygenase, 
partial 

294261 

LIB3068-016-Q1-K1-F8 
BLASTX 



41100 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll72995 
141 

9.0e-09 
70 
41 

60S RIBOSOMAL PROTEIN L22 >gi__1083790_pir 
protein L22 - rat >gi_710295_emb_CAA55204^ 
ribosomal protein L22 [Rattus norvegicus] 

>gi_1093952_prf 2105193A ribosomal protein L22 [Rattus 

norvegicus] 



S52084 ribosomal 
(X78444) 



Seq. No. 


294262 


Seq. ID 


LIB3068-016-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g3292824 


BLAST score 


395 


E value 


2.0e-38 


Match length 


126 


% identity 


63 


NCBI Description 


{AL031018) putative protein [Arabidopsis thaliana] 


Seq. No. 


294263 


Seq. ID 


LIB3068-016-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


al31281 


BLAST score 


381 


E value 


8.0e-37 


Match length 


117 


% identity 


66 


NCBI Description 


PHOTOSYSTEM II 44 KD REACTION CENTRE PROTEIN (P6 PROTEIN 




(CP43) 


Seq. No. 


294264 


Seq. ID 


LIB3068-016-Q1-K1-H8 


Method 


BLASTN 


NCBI GI 


gl546918 


BLAST score 


37 


E value 


2.0e-ll 


Match length 


115 


% identity 


88 


NCBI Description 


Z.mays mRNA for translation initiation factor 5A 


Seq. No. 


294265 


Seq. ID 


LIB3068-017-Q1-K1-A12 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


212 


E value 


l.Oe-116 


Match length 


396 


% identity 


49 



NCBI Description Zea mays 22-kDa alpha zein gene cluster, complete sequence 



Seq. No. 294266 

Seq. ID LIB3068-017-Q1-K1-C2 

Method BLASTX 

NCBI GI g2995384 

BLAST score 220 



41101 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-18 

60 

75 

(AJ004810) cytochrome P450 monooxygenase [Zea mays] 



294267 

LIB3068-017-Q1-K1-F7 

BLASTX 

g728882 

336 

l.Oe-31 

90 

73 

ADP-RIBOSYLATION FACTOR 3 
ADP-ribosylation factor 3 
>gi__4 5319 l_emb__CAA5 4 5 6 4_ 
[Arabidopsis thaliana] 



>gi_54184 6__pir S41938 

- Arabidopsis thaliana 
(X77385) ADP-ribosylation factor 3 



Seq. No. 


294268 


Seq. ID 


LIB3068-018 


Method 


BLASTX 


NCBI GI 


g3063465 


BLAST score 


174 


E value 


2 Oe-12 


Match length 


151 


% identity 


32 


NCBI Description 


(AC003981) 


Seq. No. 


294269 


Seq. ID 


LIB3068-018 


Method 


BLASTX 


NCBI GI 


g3402754 


BLAST score 


203 


E value 


6.0e-16 


Match length 


64 


% identity 


58 


NCBI Description 


{AL031187) 


Seq. No. 


294270 


Seq. ID 


LIB3068-018 


Method 


BLASTX 


NCBI GI 


g2995384 


BLAST score 


153 


E value 


4.0e-10 


Match length 


62 


% identity 


48 


NCBI Description 


(AJ004810) 


Seq. No. 


294271 


Seq. ID 


LIB3068-019 


Method 


BLASTX 


NCBI GI 


g3415115 


BLAST score 


166 


E value 


l.Oe-13 


Match length 


81 


% identity 


52 


NCBI Description 


{AF081202) ^ 



41102 




Seq. No. 




Seq. ID 




Method 


BLASTN 


NCBI GI 


g902200 


BLAST score 


99 


E value 


2.0e-48 


Match length 


275 


% identity 


85 


NCBI Description 


Z.mays complete chloroplast genome 


Seq. No. 




Seq. ID 


LIB30 68-01 9-Q1-K1-H3 


Method 


BLASTN 


NCBI GI 


g2062705 


BLAST score 


35 


E value 


3 . Oe-10 


Match length 


35 


% identity 


100 


NCBI Description 


Human butyrophilin (BTF5) mRNA, complete cds 


Seq. No. 




Seq. ID 


LIB3068-019-Q1-K1-HO 


Method 


BLASTN 


NCBI GI 


g22336 


BLAST score 


85 


E value 


4 . Oe-40 


Match length 


137 


% identity 


91 


NCBI Description 


Maize mRNA for an 18kDa heat shock protein 


Seq. No. 


294275 


Seq. ID 


LIB3068-020-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g3482915 


BLAST score 


186 


E value 


5.0e-14 


Match length 


77 


% identity 


53 


NCBI Description 


(AC003970) Similar to 12-oxophytodienoate reductase, 


gi 2765083 ana ola-yellow-enzyme nomoiog, gi_zzjzzo 




[Arabidopsis thaliana] 


Seq. No. 


A A /I A /" 

294276 


Seq. ID 


LIB3068-020-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g2687358 


BLAST score 


242 


E value 


2.0e-20 


Match length 


46 


% identity 


T A A 

100 


NCBI Description 


(AF033263) nonphototropic hypocotyl 1 [Zea mays] 


Seq. No. 


294277 


Seq. ID 


LIB3068-020-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g3256035 



41103 




BLAST score 

E value 

Match length 

% identity 

NCBI Description 



390 

8.0e-38 

117 

66 

{Y14274) putative serine/threonine protein kinase [Sorghum 
bicolor] 



Seq. No. 


294278 


Seq. ID 


LIB3068-020-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


gl352440 


BLAST score 


261 


E value 


l.Oe-22 


Match length 


50 


% identity 


96 


NCBI Description 


EUKARYOTIC TRANSLATION INITIATION FACTOR 4E (EIF-4E) 


(EIF4E) (MRNA CAP-BINDING PROTEIN) (EIF-4F 25 KD SUBUN] 




(EIF-4F P26 SUBUNIT) >gi_1002915 (U34597) p26 [Oryza 




sativa] 


Seq* No. 


294279 


Seq. ID 


LIB3068-020-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g2493650 


BLAST score 


533 


E value 


2.0e-54 


Match length 


116 


% identity 


91 


NCBI Description 


RUBISCO SUBUNIT BINDING-PROTEIN BETA SUBUNIT (60 KD 




CHAPERONIN BETA SUBUNIT) (CPN-60 BETA) 




>gi__1167858_einb_CAA93139_ (Z68903) chaperonin [Secale 




cereale] 


Seq. No. 


294280 


Seq. ID 


LIB3068-020-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g2995384 


BLAST score 


181 


E value 


l.Oe-13 


Match length 


82 


% identity 


52 


NCBI Description 


{AJ004810) cytochrome P450 monooxygenase [Zea mays] 


Seq. No. 


294281 


Seq. ID 


LIB3068-020-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g3236259 


BLAST score 


227 


E value 


4.0e-28 


Match length 


89 


% identity 


75 


NCBI Description 


(AC004 684) putative alcohol dehydrogenase [Arabidopsis 




thaliana] 



Seq. No. 294282 

Seq. ID LIB3068-020-Q1-K1-H10 

Method BLASTX 



41104 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3451070 
151 

4.0e-10 

46 

52 

(AL031326) 



putative protein [Arabidopsis thaliana] 



294283 

LIB3068-021-Q1-K1-A11 

BLASTN 

g3821780 

36 

8.0e-ll 

48 

67 

Xenopus laevis cDNA clone 27A6-1 
294284 

LIB3068-021-Q1-K1-B3 

BLASTN 

g3821780 

36 

7.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
294285 

LIB3068-021-Q1-K1-C4 

BLASTX 

g2494128 

202 

4.0e-16 

57 
68 

{AC002376) 
thaliana] 



EST gb_T43244 comes from this gene, [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294286 

LIB3068-021-Q1-K1-D5 

BLASTN 

g3821780 

36 

4.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
294287 

LIB3068-021-Q1-K1-D6 

BLASTN 

g296179 

60 

2.0e-25 

112 

88 

Z.mays mRNA for wound induced protein 



41105 




Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294288 

LIB3068-021-Q1-K1-D8 

BLASTN 

g459169 

41 

3,0e-14 

61 
93 

Zea mays B73 antifungal zeamat in-like protein mRNA, 
complete cds 



Seq. No. 


294289 


Seq. ID 


LIB3068-021-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g2245128 


BLAST score 


232 


E value 


3.0e-19 


Match length 


90 


% identity 


48 


NCBI Description 


(Z97344) peroxidase [Arabidopsis thaliana] 


Seq. No. 


294290 


Seq. ID 


LIB3068-021-Q1-K1-G3 


Method 


BLASTN 


NCBI GI 


g551482 


BLAST score 


64 


E value 


l.Oe-27 


Match length 


179 


% identity 


92 


NCBI Description 


Zea mays ABA- and ripening-inducible-like protein 




complete cds 


Seq- No. 


294291 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



LIB3068-022-Q1-K1-A2 

BLASTX 

g22465 

266 

l.Oe-23 

58 
93 

{Y00322) ribulose 1, 5-bisphosphate carboxylase/oxygenase 
[Zea mays] 

294292 

LIB3068-022-Q1-K1-A8 

BLASTX 

g3004950 

319 

6.0e-30 

67 

97 

(AF037061) tonoplast intrinsic protein; ZmTIPl [Zea mays] 
294293 

LIB3068-022-Q1-K1-C1 
BLASTX 



41106 




NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3560680 
297 

7,0e-27 

121 

49 

(AF074149) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
[Dichaea riopalenquensis] 



Seq. No. 294294 

Seq. ID LIB3068-022-Q1-K1-G1 

Method BLASTX 

NCBI GI g3386614 

BLAST score 199 

E value l.Oe-15 

Match length 89 

% identity 48 

NCBI Description (AC004665) putative transcription factor SF3 [Arabidopsis 
thaliana] 

Seq. No, 294295 

Seq. ID LIB3068-023-Q1-K1-A11 

Method BLASTX 

NCBI GI g4388728 

BLAST score 163 

E value 2.0e-ll 

Match length 57 

% identity 56 

NCBI Description (AC006413) putative grrl-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294296 

LIB3068-023-Q1-K1-C5 

BLASTN 

g3821780 

36 

9.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294297 

LIB3068-024-Q1-K1-A12 

BLASTX 

g3915009 

192 

4.0e-15 

84 

62 

ARGININE DECARBOXYLASE 
arginine decarboxylase 



(ARGDC) (ADC) 
[Glycine max] 



>gi__1163181 CU35367) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



294298 

LIB3068-024-Q1-K1-B3 

BLASTN 

g257040 

152 

6.0e-80 



41107 



Match length 


273 


% identity 


97 


NCBI Description 


hydroxyproline-rich glycoprotein [maize, Genomic, 


Seq. No. 


294299 


Seq. ID 


LIB3068-024-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2995384 


BLAST score 


253 


E value 


6.0e-22 


Match length 


78 


% identity 


69 


NCBI Description 


{AJ004810) cytochrome P450 monooxygenase [Zea mays 


Seq. No. 


294300 


Seq. ID 


LIB30 68-024 -Q1-K1-E5 


Method 


BLASTN 


NCBI GI 


g22332 


BLAST score 


200 - 


E value 


l.Oe-108 


Match length 


402 


% identity 


94 


NCBI Description 


Z.mays HRGP gene 


Seq. No. 


294301 


Seq. ID 


LIB3068-024-Q1-K1-F11 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


l.Oe-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


294302 


Seq. ID 


LIB3068-025-Q1-K1-B5 


Method 


BLASTX 


JNUdI bl 


gloo4l / 


BLAST score 


291 


E value 


2.0e-26 


Match length 


60 


% identity 


92 


NCBI Description 


TUBULIN ALPHA-3 CHAIN >gi 10094 6 pir JN0105 tubul 



alpha-3 chain - maize >gi_22150__emb_CAA448 61_ (X63176) 
Alpha-tubulin #3 [Zea mays] >gi__485377 {M60171) alpha-3 
tubulin [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294303 

LIB3068-025-Q1-K1-D7 

BLASTX 

g3851333 

300 

2.0e-27 

108 
63 

{Y09302) putative MADS-domain transcription factor 
mays] 



[Zea 



41108 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294304 

LIB3068-025-Q1-K1-E3 

BLASTX 

g4033424 

364 

8.0e-35 

102 

72 

SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi_2668746 (AF034947) inorganic 





pyrophosphatase [Zea mays] 


Seq. No. 


294305 


Seq. ID 


LIB3068-025-Q1-K1-E6 


Method 


BLASTN 


NCBI GI 


gl69818 


BLAST score 


66 


E value 


1. Oe-28 


Match length 


229 


% identity 


83 


NCBI Description 


Rice 25S ribosomal RNA gene 


Seq. No. 


294306 


Seq. ID 


LIB3068-025-Q1-K1-G3 


Method 


BLASTN 


NCBI GI 


g22312 


BLAST score 


134 


E value 


2.0e-69 


Match length 


190 


% identity 


93 


NCBI Description 


Maize ABA-inducible gene for 




abscisic acid) 


Seq. No. 


294307 


Seq. ID 


LIB3068-026-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g2505876 


BLAST score 


279 


E value 


6.0e-25 


Match length 


81 


% identity 


64 


NCBI Description 


(Y12776) MYB-related protein 



{ ABA = 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294308 

LIB3068-026-Q1-K1-D1 

BLASTX 

g3193284 

260 

l.Oe-22 

123 

46 

(AF069298) No definition line found [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



294309 

LIB3068-026-Q1-K1-D10 
BLASTX 



41109 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2773154 
149 

l.Oe-09 

54 

50 

{AF039573) abscisic acid- and stress-inducible protein 
[Oryza sativa] 

294310 

LIB3068-026-Q1-K1-F7 

BLASTX 

gl22022 

365 

6.0e-35 

80 

93 

HISTONE H2B >gi_283025_pir S22323 histone H2B - wheat 

>gi_21801_emb_CAA42530_ (X59873) histone H2B [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294311 

LIB3068-026-Q1-K1-F8 

BLASTX 

g399853 

194 

4,0e-15 

64 

64 

HISTONE H2B.1 >gi_283041_pir S28048 histone H2B - maize 

>gi_22323_einb_CAA40564_ (X57312) H2B histone [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294312 

LIB3068-027-Q1-K1-B11 

BLASTN 

g2062705 

36 

l.Oe-10 

36 

100 

Human butyrophilin (BTF5) mRNA, complete cds 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294313 

LIB3068-027-Q1-K1-B9 

BLASTN 

gl68462 

103 

l.Oe-50 

258 

89 

Zea mays defective suppressor-mutator from the 
brittle-l-mutable allele 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



294314 

LIB3068-027-Q1-K1-D2 

BLASTX 

g3122071 

365 



41110 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-35 

77 
91 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi_2130148_pir S66339 translation elongation factor eEF-1 

alpha chain - maize >gi__1321656_dbj__BAA0824 9_ (D45408) 
alpha subunit of tlanslation elongation factor 1 [Zea mays] 

294315 

LIB3068-027-Q1-K1-F8 

BLASTX 

g3600032 

310 

l.Oe-28 

107 

55 

{AF080119) contains similarity to tropomyosin (Pfam: 
Tropomyosin. hmm, score: 14.57) and ATP synthase (Pfam: 
ATP-synt_B.hmm, score: 10.89) [Arabidopsis thaliana] 

294316 

LIB3068-027-Q1-K1-G4 

BLASTX 

g860676 

166 

l.Oe-11 

49 
71 

(U24188) calciiam/calmodulin-dependent protein kinase 

[Lilium longiflorum] >gi_1097385_prf 2113422A 

Ca/calmodulin-dependent protein kinase [Liliiom longiflorum] 



Seq. No. 


294317 


Seq, ID 


LIB3068-027-Q1-K1-H3 


Method 


BLASTN 


NCBI GI 


gl69818 


BLAST score 


95 


E value 


3.0e-4 6 


Match length 


222 


% identity 


87 


NCBI Description 


Rice 25S ribosomal RNA gene 


Seq. No. 


294318 


Seq. ID 


LIB3068-028-Q1-K1-F11 


Method 


BLASTN 


NCBI GI 


g342676 


BLAST score 


318 


E value 


l.Oe-179 


Match length 


338 


% identity 


99 


NCBI Description 


Maize (cms-T) mitochondrial 




ORFs 


Seq. No. 


294319 


Seq. ID 


'LIB3068-028-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


gl076758 



41111 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



249 

3.0e-21 

53 

83 

heat-shock protein precursor - rye >gi_2130093_pir S65776 

heat-shock protein, 82K, precursor - rye 
>gi_556673_einb_CAA82945_ {Z30243) heat-shock protein 
[Secale cereale] 

294320 

LIB3068-028-Q1-K1-F8 

BLASTX 

g2623310 

180 

9.0e-14 

50 

62 

(AC002409) unknown protein [Arabidopsis thaliana] 
>gi_3402721 (AC004261) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294321 

LIB3068-029-Q1-K1-B1 

BLASTX 

g2668742 

280 

3.0e-25 

70 

83 

{AF034945) glycine-rich RNA binding protein [Zea mays] 
294322 

LIB3068-029-Q1-K1-F11 

BLASTX 

g3970797 

153 

l.Oe-10 

44 

66 

(Y13766) polynucleotide phosphorylase [Staphylococcus 
aureus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294323 

LIB3068-030-Q1-K1-A10 

BLASTN 

g2773153 

73 

6.0e-33 

141 

88 

Oryza sativa abscisic acid- 
(Asrl) mRNA, complete cds 



and stress-inducible protein 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



294324 

LIB3068-030-Q1-K1-B12 

BLASTX 

gll5771 



41112 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



342 

3.0e-32 

83 

82 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi__82682__pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900__ {X147 94) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 



Seq. No. 


294325 


Seq, ID 


LIB3068-030-Q1-K1-F12 


Method 


BLASTN 


NCBI GI 


gl498596 


BLAST score 


69 


E value 


l.Oe-30 


Match length 


69 


% identity 


100 


NCBI Description 


Zea mays phospholipid trans 


Seq. No. 


294326 


Seq. ID 


LIB3068-031-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g2109457 


BLAST score 


369 


E value 


2.0e-35 


Match length 


117 


% identity 


61 


NCBI Description 


{AFG01501) chitinase [Oryza 


Seq. No. 


294327 


Seq. ID 


LIB3068-031-Q1-K1-C5 


Method 


BLASTN 


NCBI GI 


g902200 


BLAST score 


52 


E value 


7.0e-21 


Match length 


88 


% identity 


90 


NCBI Description 


Z.mays complete chloroplast 


Seq. No. 


294328 


Seq. ID 


LIB3068-Q31-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g548770 


BLAST score 


313 


E value 


8.0e-29 


Match length 


62 


% identity 


98 


NCBI Description 


60S RIBOSOMAL PROTEIN L3 >g 



complete cds 



81228_pir S38359 ribosomal 

protein L3 - rice >gi_303853_db j_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



294329 

LIB3068-031-Q1-K1-D3 

BLASTN 

g642261 

39 



41113 



E value 
Match length 
% identity 
NCBI Description 



6.0e-13 

77 
87 

P.racemosum ITS2 and 28S rRNA gene (partial) 



Seq. No, 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294330 

LIB3068-032-Q1-K1-H5 

BliASTX 

g4567232 

286 

l,0e-25 
68 
82 

(AC007119) 
thaliana] 



putative 40S ribosomal protein S25 [Arabidopsis 



Seq* No. 


294331 


Seq. ID 


LIB3068-033-Q1-K1-A7 


Method 


BLASTN 


NCBI GI 


g2921303 


BLAST score 


203 


E value 


l.Oe-110 


Match length 


281 


% identity 


95 


NCBI Description 


Zea mays herbicide safener binding 




complete cds 


Seq. No. 


294332 


Seq. ID 


LIB3068-033-Q1-K1-B2 


Method 


BLASTN 


NCBI GI 


g902200 


BLAST score 


193 


E value 


l.Oe-104 


Match length 


218 


% identity 


96 


NCBI Description 


Z.mays complete chloroplast genome 


Seq. No. 


294333 


Seq. ID 


LIB3068-033-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


gll5771 


BLAST score 


676 


E value 


3.0e-71 


Match length 


127 


% identity 


98 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF 



mRNA, 



I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



>gi_2 222 4_emb_C AA3 2 9 0 0_ 
preprotein (AA 1 - 262") 

294334 

LIB3068-033-Q1-K1-B8 

BLASTX 

g3851333 

251 

l.Oe-21 



(X14794) chlorophyll a/b-binding 
[Zea mays] 



41114 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



110 
55 

(Y09302) putative MADS-doiaain transcription factor [Zea 
mays] 

294335 

LIB3068-033-Q1-K1-C2 

BLASTN 

g902200 

122 

2.0e-62 

210 
90 

Z.mays complete chloroplast genome 
294336 

LIB3068-033-Q1-K1-D3 

BLASTN 

g2687430 

55 

4.0e-22 

191 

82 

Acorus gramineus large subunit 26S ribosomal RNA gene, 
partial sequence 

294337 

LIB3068-033-Q1-K1-E7 

BLASTX 

gll5815 

561 

8.0e-58 

129 

83 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-M9) (LHCP) >gi_1008 66__pir S13098 chlorophyll 

a/b-binding protein precursor - maize 
>gi_22355_emb_CAA39376_ (X55892) light-harvesting 
chlorophyll a/b binding protein [Zea mays] 

294338 

LIB3068-033-Q1-K1-F10 

BLASTX 

g2760324 

281 

6,0e-25 

128 
46 

(AC002130) F1N21.9 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



294339 

LIB3068-033-Q1-K1-G1G 

BLASTX 

gl33724 

162 

3.0e-ll 
97 



41115 



% identity 42 

NCBI Description CHLOROPLAST 30S RIBOSOMAL PROTEIN Sll 

>gi_1363597_pir S58584 ribosomal protein Sll - maize 

chloroplast >gi_552742 (M35831) ribosomal protein Sll 
(rpSll) [Zea mays] >gi_902254_emb_CAA60318_ (X86563) 
ribosomal protein Sll [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294340 

LIB3068-034-Q1-K1-B11 

BLASTN 

g257040 

109 

2.0e-54 

225 
88 

hydroxyproline-rich glycoprotein [maize, Genomic, 1703 nt] 
294341 

LIB3068-034-Q1-K1-B3 

BLASTN 

g22553 

55 

3.0e-22 

119 

87 

Tomato 25S ribosomal RNA gene 
294342 

LIB3068-034-Q1-K1-E4 

BLASTN 

gl69818 

59 

2.0e-24 

150 

87 

Rice 25S ribosomal RNA gene 
294343 

LIB3068-034-Q1-K1-F6 

BLASTN 

gl69818 

49 

l.Oe-18 

205 

81 

Rice 25S ribosomal RNA gene 
294344 

LIB3068-034-Q1-K1-G12 

BLASTN 

gl2888 

170 

l.Oe-90 

181 

99 

Maize mitochondrial gene for cytochrome c oxidase subunit I 
(COX I) 



41116 



Seq. No. 


294345 


Seq. ID 


LIB3068-035-Q1-K1-C2 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


9,0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


294346 


Seq. ID 


LIB3068-035-Q1-K1-E11 


Method 


BLASTN 


NCBI GI 


g22332 


BLAST score 


308 


E value 


l,0e-173 


Match length 


418 


% identity 


94 


NCBI Description 


Z.raays HRGP gene 


Seq. No. 


294347 


Seq. ID 


LIB3068-035-Q1-K1-G11 


Mpf-Vi nd 


BLASTX 


NCBI GI 


g2369714 


BLAST sfore 


410 


E value 


9.0e-41 


Match length 


128 


% identity 


70 


NCBI Description 


(Z97178) elongation factor 2 [Beta 


Seq. No. 


294348 


Seq. ID 


LIB3068-035-Q1-K1-G2 


Mpt hod 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


6.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


294349 


Seq. ID 


LIB3068-035-Q1-K1-G6 




BLASTX 


NCBI GI 


g4102839 


BLAST score 


197 


E value 


4.0e-15 


Match length 


99 


% identity 


38 


NCBI Description 


(AF016713) LeOPTl [Lycopersicon es 


Seq. No, 


294350 


Seq. ID 


LIB3068-036-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


gl747296 


BLAST score 


385 


E value 


2.0e-37 



41117 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



110 
77 

(D45384) vacuolar H+-pyrophosphatase [Oryza sativa] 
>gi_3298476_dbj_BAA31524_ {AB012766) ovp2 [Oryza sativa] 

294351 

LIB3068-036-Q1-K1-A3 

BLASTX 

gll6329 

139 

5.0e-09 

48 

58 

ENDOCHITINASE A PRECURSOR (SEED CHITINASE A) >gi_168441 
{M84164) chitinase A [Zea mays] 



Seq. No. 


294352 


Seq. ID 


LIB3068-036-Q1-K1-B5 


Method 


BLASTN 


NCBI GI 


gl69818 


BLAST score 


59 


E value 


2.0e-24 


Match length 


162 


% identity 


85 


NCBI Description 


Rice 25S ribosomal RNA gene 


Seq. No. 


294353 


Seq. ID 


LIB30 68-036-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g3341695 


BLAST score 


382 


E value 


8.0e-37 


Match length 


144 


% identity 


53 


NCBI Description 


(AC003672) putative thiamin 




thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
-E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294354 

LIB3068-036-Q1-K1-G12 

BLASTX 

g3176661 

451 

7.0e-45 

150 

64 

(AC004393) Similar to putative DNA polymerase gb_M29683 
from S. cerevisiae. [Arabidopsis thaliana] 

294355 

LIB3068-036-Q1-K1-G6 

BLASTX 

gl351856 

211 

3,0e-17 

78 
62 

ACONITATE HYDRATASE, CYTOPLASMIC (CITRATE HYDRO-LYASE) 



41118 



( ACONI TASE ) >gi_8 6 8 0 0 3_db j _BAAO 6 1 0 8_ 
[Cucurbit a sp.] 



(D29629) aconitase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294356 

LIB3068-036-Q1-K1-G9 

BLASTX 

gl345683 

180 

2.0e-13 

113 

42 

CATALASE ISOZYME 3 >gi__487045__pir S37379 catalase (EC 

1.11.1.6) 3 - maize >gi_168437 (L05934) catalase [Zea mays] 

294357 

LIB3068-037-Q1-K1-B7 

BLASTN 

g4580745 

35 

4.0e-10 

59 

90 

Arabidopsis thaliana chromosome 1 BAG F10O3 sequence, 
complete sequence 

294358 

LIB3068-037-Q1-K1-D10 

BLASTX 

g3334115 

158 

3.0e-ll 

48 
69 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_2463664 
(AF006489) adenine nucleotide translocator 1 [Gossypium 
hirsutum] 

294359 

LIB3068-037-Q1-K1-E5 

BLASTX 

g3004547 

413 

2.0e-40 

99 

79 

(AC003673) unknown protein [Arabidopsis thaliana] 
>gi_4185150 (AC005724) unknown protein [Arabidopsis 
thaliana] 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



294360 

LIB3068-037-Q1-K1-F12 

BLASTN 

gl69818 

175 

9,0e-94 
343 



41119 




% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



91 

Rice 25S ribosomal RNA gene 
294361 

LIB3068-038-Q1-K1-A5 

BLASTX 

gl68570 

170 

3.0e-14 

59 

65 

(M95077) phenylalanine ammonia lyase [Zea mays] 
294362 

LIB3068-038-Q1-K1-D3 

BLASTX 

g2914710 

212 

4.0e-20 

112 
52 

(AC003974) putative beta-D-galactosidase [Arabidopsis 
thaliana] 



Seq. No. 294363 

Seq. ID LIB3068- 

Method BLASTX 

NCBI GI g506629 

BLAST score 174 

E value 9.0e-13 

Match length 88 

% identity 47 

NCBI Description (U01964) 
protein 



038-Q1-K1-D6 



photosystem II type I chlorophyll a/b-binding 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294364 

LIB3068-038-Q1-K1-E9 

BLASTX 

gl872521 

229 

5.0e-19 

78 

28 

(U87833) zinc-finger protein Lsdl [Arabidopsis thaliana] 
>gi_1872523 (U87834) zinc-finger protein Lsdl [Arabidopsis 
thaliana] 

294365 

LIB3068-038-Q1-K1-F12 

BLASTX 

g82696 

147 

2.0e-09 

88 

44 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 



41120 




Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294366 

LIB3068-038-Q1-K1-F3 

BLASTX 

gl33852 

186 

9.0e-17 

66 

67 

CHLOROPLAST 30S RIBOSOMAL PROTEIN SI 9 >gi_71030_pir R3ZM19 

ribosomal protein S19 - maize chloroplast 
>gi_1208517_einb_CAA60374_ {X86563) ribosomal protein S19 
[Zea mays] >gi_2654314_einb_CAA60326_ (X86563) ribosomal 
protein 319 [Zea mays] 



Seq* No. 


294367 


Seq, ID 


LIB3068-038-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g2326947 


BLAST score 


329 


E value 


8.0e-31 


Match length 


85 


% identity 


78 


NCBI Description 


(Z50801) Chlorophyll a/b-binding 




[Zea mays] 


Seq. No. 


294368 


Seq, ID 


LIB3068-038-Q1-K1-G11 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


5.0e-ll 


Match length 


48 


% identity 


67 


NCBI Descr int ion 


XenoDUS laevis cDNA clonp ?7A6— 1 


Seq. No. 


294369 


Seq. ID 


LIB3068-038-Q1-K1-G3 


Method 


BLASTN 


NCBI GI 


g22320 


BLAST score 


373 


E value 


O.Oe+00 


Match length 


399 


% identity 


98 


NCBI Description 


Maize HI mRNA for HI histone 


Seq. No. 


294370 


Seq, ID 


LIB3068-038-Q1-K1-G5 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


l.Oe-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


294371 



41121 



Seq. ID 


LIB3068-039-Q1-K1-A2 


Method 


T3 T TV O rpv 

BLASTX 


NCBI GI . 


g2109457 


BLAST score 


265 


E value 


2. Oe-23 


Match length 


70 


% identity 


69 


NCBI Description 


(AF001501) chitinase [Oryza sativa] 


Seq. No. 


294372 


Seq. ID 


LIB3068-039-Q1-K1-B10 


Method 


BLASTX 




gilo / / i 


BLAST score 


328 


E value 


l.Oe-30 


Match length 


71 


% identity 


90 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 



TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682__pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi__22224_einb_CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 



Seq. No. 


294373 


Seq. ID 


LIB3068-039-Q1-K1-B11 






NCBI GI 


g4467111 


BLAST score 


294 


E value 


2.0e-26 


Match length 


117 


% identity 


48 


NCBI Description 


(AL035538) putative protein [Arabidopsis thai 


Seq. No. 


294374 


Seq. ID 


LIB3068-039-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g3702340 


BLAST score 


172 


E value 


3.0e-12 


Match length 


113 


% identity 


36 


NCBI Description 


(AC005397) hypothetical protein [Arabidopsis 


Seq. No, 


294375 


Seq. ID 


LIB3068-039-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g3913464 


BLAST score 


151 


E value 


l.Oe-14 


Match length 


81 


% identity 


48 


NCBI Description 


BETAINE-ALDEHYDE DEHYDROGENASE (BADH) 




>gi_2244604_dbj_BAA21098_ (AB001348) betaine 




dehydrogenase [Oryza sativa] 


Seq. No. 


294376 


Seq. ID 


LIB3068-039-Q1-K1-D12 



aldehyde 



41122 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl871182 

150 

5.0e-13 

114 

45 

(U90439) phospholipase D isolog [Arabidopsis thaliana] 
294377 

LIB3068-039-Q1-K1-E2 

BLASTN 

gl69818 

151 

2.0e-79 

243 

91 

Rice 25S ribosomal RNA gene 
294378 

LIB3068-039-Q1-K1-F12 

BLASTX 

g2369714 

482 

4.0e-56 

136 

82 

{Z97178) elongation factor 2 [Beta vulgaris] 
294379 

LIB3068-039-Q1-K1-F2 

BLASTX 

gl895084 

263 

3.0e-23 

69 

72 

{U89897) golgi associated protein se-wap41 [Zea mays] 
294380 

LIB3068-039-Q1-K1-F4 

BLASTX 

g2109457 

144 

4.0e-09 

82 
39 

(AF001501) chitinase [Oryza sativa] 
294381 

LIB3068-039-Q1-K1-H10 

BLASTN 

g454880 

46 

8.0e-17 

128 

91 

Rice mRNA for WSI724 protein induced by water stress. 



41123 



complete cds 



Seq. No, 


294382 


Seq. ID 


LIB3068-039-Q1-K1-H11 


Method 


BLASTN 


NCBI GI 


g2331140 


BLAST score 


46 


E value 


6.0e-17 


Match length 


74 


% identity 


92 


NCBI Description 


Oryza sativa water-stress inducible protein (WSI) mRNA^ 




complete cds 


Seq. No. 


294383 


Seq. ID 


LIB3068-040-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g2811026 


BLAST score 


290 


E value 


4.0e-26 


Match length 


80 


% identity 


70 


NCBI Description 


TCPl-CHAPERONIN COFACTOR A HOMOLOG >gi__1946375 (U93215) 




TCPl-chaperonin cofactor A isolog [Arabidopsis thaliana] 




>gi_2347204 (AC002338) TCPl-chaperonin cofactor A isolog 




[Arabidopsis thaliana] 


Seq. No. 


294384 


Seq. ID 


LIB3068-041-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g3747026 


BLAST score 


216 


E value 


2.0e-17 


Match length 


78 


% identity 


46 


NCBI Description 


(AF093244) import protein Tim9p [Saccharomyces cerevisiae] 


Seq. No. 


294385 


Seq, ID 


LIB3068-041-Q1-K1-A8 


Method 


BLASTN 


NCBI GI 


gl68406 


BLAST score 


36 


E value 


8.0e-ll 


Match length 


77 


% identity 


87 


NCBI Description 


Z.mays alcohol dehydrogenase (ADH-1 C-m allele) gene^ 




complete cds 


Seq. No. 


294386 


Seq. ID 


LIB3068-041-Q1-K1-C1 


Method 


Ti T "n ^ m\7" 

BLASTX 


NCBI GI 


gl729980 


BLAST score 


201 


E value 


9.0e-16 


Match length 


110 


% identity 


47 


NCBI Description 


THAUMATIN-LIKE PROTEIN PRECURSOR >gi_2129751_pir S71175 




thaumatin-like protein - Arabidopsis thaliana >gi_536825 



41124 




{L34693) thaumatin-like protein [Arabidopsis thaliana] 

>gi_1094863_prf 2106421A thaumatin-like protein 

[Arabidopsis thaliana] 



Seq. No. 


294387 


Seq. ID 


LIB3068-041-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g4559384 


BLAST score 


156 


E value 


2.0e"10 


Match length 


72 


% identity 


43 


NCBI Description 


(AC006526) unknown protein [Arabidopsis thaliana] 


Seq. No. 


294388 


Seq. ID 


LIB30 68-04 1-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g3242715 


BLAST score 


254 


E value 


6. Oe-22 


Match length 


122 


% identity 


48 


NCBI Description 


{AC003040) hypothetical protein [Arabidopsis thali; 


Seq. No. 


294389 


Seq. ID 


LIB30 68-04 1-Q1-K1-G4 


Method 


BLASTN 


NCBI GI 


g4007864 


BLAST score 


151 


E value 


2,0e-79 


Match length 


249 


% identity 


25 


NCBI Description 


Zea mays HRGP gene, AC1503 line 


Seq. No, 


294390 


Seq. ID 


LIB3068-042-Q1-K1-A3 


Method 


BLASTN 


NCBI GI 


g29953B3 


BLAST score 


40 


E value 


2. Oe-13 


Match length 


76 


% identity 


89 


NCBI Description 


Zea mays mays mRNA for cytochrome P450 monooxygena; 




partial 


Seq. No. 


294391 


Seq. ID 


LIB3068-042-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g4504909 


BLAST score 


205 


E value 


5.0e-16 


Match length 


111 


% identity 


38 


NCBI Description 


karyopherin (importin) beta 3 >gi_2102696 (U72761) 




karyopherin beta 3 [Homo sapiens] 


Seq. No. 


294392 



41125 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3068-042-Q1-K1-C10 

BLASTX 

g2773154 

192 

l.Oe-14 

51 

71 

(AF039573) abscisic acid- and stress-inducible protein 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294393 

LIB3068-043-Q1-K1-B8 

BLASTX 

g82696 

333 

3.0e-31 

82 

78 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 



Seq. No. 


294394 


Seq. ID 


LIB3068-043-Q1-K1-B9 


Method 


BLASTN 


NCBI GI 


g2995383 


BLAST score 


75 


E value 


2.0e-34 


Match length 


107 


% identity 


93 


NCBI Description 


Zea mays mays mRNA f< 




partial 


Seq. No. 


294395 


Seq. ID 


LIB3068-043-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g3785996 


BLAST score 


242 


E value 


2.0e-20 


Match length 


85 


% identity 


53 


NCBI Description 


(AC005499) putative 


Seq. No. 


294396 


Seq. ID 


LIB3068-043-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


gl31271 


BLAST score 


203 


E value 


6.0e-24 


Match length 


108 


% identity 


56 


NCBI Description 


PHOTOSYSTEM II P680 



PROTEIN) >gi_72705_pir QJRZ6A photosystem II chlorophyll 

a-binding protein psbB - rice chloroplast 

>gi_12013_emb_CAA33973_ (X15901) PSII 47kDa protein [Oryza 

sativa] >gi_226634_prf 1603356BH photosystem II 47kD 

protein [Oryza sativa] 



41126 



beq. No. 


ziy4oy / 


oeq. J-U 


T T'R'^n^^fi — Hyl '5— m — K"! —TTI fl 

IjIJdOUOo U*io yi i\l r lU 






NCBI GI 


g2827699 


BLAST score 


193 


E value 


1 . ue— 1 4 


Match length 


Q c: 


% identity 


a c 


jnudi ijesciripr.ion 


(AL021684) predicted protein [Arabidopsis thaliana] 


beq. NO. 


O Q /I '3 Q Q 


beq. xu 


T T'D'^n f^Q — nyi r^i —vi tpi i 
LiUdoU DO "•U4 J-yi— — r 11 


LYie Lnoa 


rJiirio 1 A 


NLBl bX 


giizy y4 


DiiAbi score 




E value 


0 . ue-4z 


Match length 


O D 


^ luenuiuy 


y o 


NCBI Description 


GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 




>gi_82685_pir S04536 embryonic abundant protein. 




giycme-ricn - itiaize >gi zzoio eiuiD CAAoiU// (a1Zoo4) 




ABA-inducible gene protein [Zea mays] 




>gi_z^ouyi prf 1410284A abscisic acid inducible gene [Ze 




mays] 


Seq. No. 


294399 


Seq, ID 


LIBJ(Joo-043-Ql-Kl-F3 


ixietJioa 


BLAbTN 


NCBI GI 


g902200 


BLAST score 


93 


E value 


D . 0e-4o 


Matcn length 


117 


% identity 


95 


NCBI Description 


Z.mays complete chloroplast genome 


Seq. No. 


294400 


Seq. ID 


LIB3068-043-Q1-K1-G7 


Method 


iDLtA-b i A 


NLrSl \jL 


__0 Q O Q Q /I 

gzozyy4 


BLAST score 


244 


E value 


l.Oe-20 


Match length 


IOd 


-6 Identity 


55 


NCBI Description 


Sipl protein - barley >gi 167100 (M77475) seed imbibition 




protein [Hordeum vulgare] 


Seq. No. 


294401 


beq. lu 


1i1JdJUoc3-U4 J— yi-Kl-rio 


rie uiiocz 


JDli/iO 1 A 


NCBI GI 


g3717987 


BLAST score 


209 


E value 


l.Oe-16 


Match length 


80 


% identity 


56 



NCBI Description (AJ005899) G subunit of Vacuolar-type H+-ATPase [Nicotiana 
tabacum] 



41127 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294402 

LIB3068-044-Q1-K1-A11 

BLASTX 

gl703374 

317 

3.0e-29 

79 

76 

ADP-RIBOSYLATION FACTOR 1 >gi_2129457_pir S66337 

ADP-ribosylation factor 1 - Chlamydomonas reinhardtii 
>gi_861205 (U27120) ADP-ribosylation factor [Chlamydomonas 
reinhardtii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294403 

LIB3068-044-Q1-K1-A12 

BLASTX 

gl703380 

287 

l.Oe-25 

98 

62 

ADP-RIBOSYLATION FACTOR >gi_1132483__dbj_BAA04 607_ (D17760) 
ADP-ribosylation factor [Oryza sativa] 

294404 

LIB3068-044-Q1-K1-A3 

BLASTX 

g3309243 

159 

3.0e-ll 

52 

65 

(AF073507) aconitase-iron regulated protein 1 [Citrus 
limon] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294405 

LIB3068-044-Q1-K1-A4 

BLASTX 

g3080393 

165 

9.0e-12 

82 
46 

(AL022603) 
thaliana] 



NADH dehydrogenase like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294406 

LIB3068-044-Q1-K1-B1 

BLASTN 

gl69819 

47 

2.0e-17 

199 

80 

Rice gene encoding three ribosomal 
5.8S, complete; 25S, 5' end 



RNA's: the 17S, 3' end; 



41128 



Seq. No. 


294407 


Seq. ID 


LIB3068-044-Q1-K1-B10 


Method 


n T TV nrxT 

BLAST N 


NCBI GI 


g347843 


BLAST score 


68 


E value 


9 . Oe-30 


Match length 


273 


% identity 


82 


NCBI Description 


Zea mays globulin-1 gene, promoter region 


Seq. No. 


294408 


Seq. ID 


LIB3068-044-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g66009 


BLAST score 


232 


E value 


l.Oe-19 


Match length 


85 


% identity 


58 


NCBI Description 


glyceraldehyde-3-phosphate dehydrogenase (EC 




cytosolic - maize >gi_22238_emb_CAA30151__ (X( 




(AA 1-337) [Zea mays] 


Seq. No. 


294409 


Seq. ID 


LIB30 68-04 4-Ql-Kl-DlO 


Method 


BLASTN 


NCBI GI 


g2995383 


BLAST score 


108 


E value 


l,0e-53 


Match length 


383 


% identity 


83 



1.2.1, 



12) C, 
GADPH 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



Zea mays mays mRNA for cytochrome P450 monooxygenase, 
partial 

294410 

LIB3068-044-Q1-K1-E8 

BLASTX 

g595775 

161 

5.0e-ll 

58 

60 

(U13869) lacZ alpha peptide [Cloning vector] 
294411 

LIB3068-044-Q1-K1-F4 

BLASTN 

g2921303 

67 

3.0e-29 

261 

80 

Zea mays herbicide safener binding protein (SBPl) mRNA, 
complete cds 

294412 

LIB3068-044-Q1-K1-F6 
BLASTN 



41129 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

MCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g2995383 
102 

3.0e-50 

233 

82 

Zea mays mays mRNA for cytochrome P450 monooxygenase, 
partial 

294413 

LIB3068-044-Q1-K1-F7 

BLASTN ' 

gl69818 

104 

2,0e-51 

302 
83 

Rice 25S ribosomal RNA gene 
294414 

LIB3068-044-Q1-K1-H1 

BLASTN 

gl777706 

89 

2.0e-42 

247 

79 

Zea mays 18S ribosomal RNA gene, partial sequence 
294415 

LIB3068-045-Q1-K1-B1 

BLASTX 

g409007 

175 

7.0e-13 

88 

49 

BBI-M=Bowman-Birk trypsin inhibitor-related protein [Zea 

mays=corn. Peptide, 102 aa] >gi_4 4 7268_prf 1914141A 

trypsin inhibitor-related protein [Zea mays] 

294416 

LIB3068-045-Q1-K1-B2 

BLASTX 

gl806140 

629 

8.0e-66 

128 

91 

(X97314) cdc2MsC [Medicago sativa] 
294417 

LIB3068-04 5-Q1-K1-G4 

BLASTX 

gll72836 

168 

3.0e-18 
60 



41130 



# 



% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



59 

GTP-BINDING NUCLEAR PROTEIN E^N-Bl >gi_4 96272 
small ras-related protein [Nicotiana tabacum] 



(L16787) 



294418 

LIB3068-045-Q1-K1-G9 

BLASTN 

g2687433 

57 

2.0e-23 

139 

86 

Tragopogon dubius large subunit 26S ribosomal RNA gene, 
partial sequence 

294419 

LIB3068-045-Q1-K1-H6 

BLASTN 

g3821780 

33 

4.0e-09 

33 

100 

Xenopus laevis cDNA clone 27A6-1 
294420 

LIB3068-045-Q1-K1-H9 

BLASTX 

g4455356 

348 

6.0e-33 

128 

52 

(AL035524) putative protein [Arabidopsis thaliana] 
294421 

LIB3068-046-Q1-K1-B5 

BLASTN 

g22332 

221 

l.Oe-121 

361 

91 

Z.mays HRGP gene 
294422 

LIB3068-04 6-Q1-K1-C5 

BLASTN 

g2995383 

87 

2,0e-41 

136 

93 

Zea mays mays mRNA for cytochrome P450 monooxygenase, 
partial 



Seq. No. 



294423 



41131 




Seq. ID 


LIB3068-04 6-Q1-K1-F6 


Method 


BLASTN 


NCBI GI 


g22263 


BLAST score 


34 


E value 


2. Oe-09 


Match length 


58 


% identity 


90 


NCBI Description 


Z.mays Ds insertion element 


Seq. No. 


294424 


Seq. ID 


LIB3068-046-Q1-K1-F7 


Method 


BLASTN 


NCBI GI 


g2687433 


BLAST score 


34 


E value 


7.0e-10 


Match length 


50 


% identity 


92 


NCBI Description 


Tragopogon dubius large subunit 26S ribosomal RNA gem 




partial sequence 


Seq, No. 


294425 


Seq. ID 


LIB3068-04 6-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g2832643 


BLAST score 


212 


E value 


4.0e-17 


Match length 


55 


% identity 


71 


NCBI Description 


(AL021710) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


294426 


Seq. ID 


LIB3068-047-Q1-K1-A12 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


37 


E value 


l.Oe-11 


Match length 


37 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


294427 


Seq. ID 


LIB3068-047-Q1-K1-B12 


Method 


BLASTN 


NCBI GI 


g22229 


BLAST score 


33 


E value 


4.0e-09 


Match length 


61 


% identity 


89 


NCBI Description 


Z.mays cab-m7 gene for light harvesting chlorophyll a 




binding protein 


Seq. No, 


294428 


Seq. ID 


LIB3068-047-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g99898 


BLAST score 


289 


E value 


6.0e-26 



41132 




Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



108 
5 

DNA-directed RNA polymerase (EC 2.7.7.6) largest chain 
(isoform Bl) - soybean (fragment) 

294429 

LIB3068-047-Q1-K1-D7 

BLASTN 

gl69818 

50 

3.0e-19 

126 

86 

Rice 25S ribosomal RNA gene 
294430 

LIB3068-047-Q1-K1-E8 

BLASTN 

gl220422 

117 

3.0e-59 

125 

98 

Zea mays ubiquitin (MUB14) mRNA, 3' end 



294431 

LIB3068-047-Q1-K1-G8 

BLASTN 

g3452305 

109 

2.0e-54 

192 

90 

Zea mays retrotransposon Opie-3 



3' LTR, partial sequence 



Seq. No. 
Seq. ID 



294432 

LIB3068-047-Q1-K1-H7 

BLASTN 

g2062705 

36 

9.0e-ll 

36 

100 

Human butyrophilin (BTF5) mRNA, complete cds 
294433 

LIB3068-048-Q1-K1-G11 

BLASTX 

g2980770 

227 

9.0e-19 

106 

45 

(AL022198) putative protein kinase [Arabidopsis thaliana] 
294434 

LIB3068-049-Q1-K1-F10 



41133 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2995384 

255 

3.0e-22 

85 

65 

{AJ004810) 



cytochrome P450 monooxygenase [Zea mays] 



294435 

LIB3068-04 9-Q1-K1-H10 

BLASTN 

g3821780 

36 

l,0e-10 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
294436 

LIB3068-049-Q1-K1-H6 

BLASTX 

gll68470 

400 

4.0e-39 

119 

63 

PROTEIN KINASE APKIA >gi_282877_pir S28 615 protein kinase, 

tyrosine/serine/threonine-specif ic {EC 2.7.1.-) - 
Arabidopsis thaliana >gi_21782 9_dbj__BAA02092_ (D12522) 
protein tyrosine-serine-threonine kinase [Arabidopsis 
thaliana] 

294437 

LIB3068-050-Q1-K1-C8 

BLASTN 

g257040 

116 

4.0e-59 

116 
100 

hydroxyproline-rich glycoprotein [maize, Genomic, 1703 nt] 
294438 

LIB3068-050-Q1-K1-D11 

BLASTX 

g3482933 

300 

3.0e-27 
127 
49 

{AC003970) 
thaliana] 



Similar to cdc2 protein kinases [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



294439 

LIB3068-050-Q1-K1-E4 

BLASTX 

g3135543 



41134 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285 

l.Oe-25 

90 

64 

(AF062393) aquaporin [Oryza sativa] 
294440 

LIB3068-050-Q1-K1-E9 

BLASTX 

g552736 

267 

2.0e-23 

88 

61 

(M11203) P700 chlorophyll a-protein PSI-A2 



294441 

LIB3068-050-Q1-K1-F4 

BLASTX 

g4455171 

153 

l.Oe-10 

66 

55 

(AL035521) hypothetical protein 



[Zea mays] 



[Arabidopsis thaliana] 



294442 

LIB3068-050-Q1-K1-H10 

BLASTX 

gll2994 

282 

3.0e-25 

82 
72 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ {X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



294443 

LIB3068-050-Q1-K1-H9 

BLASTX 

g2109457 

366 

5.0e-35 

124 

60 

{AF001501) chitinase [Oryza sativa] 
294444 

LIB3068-051-Q1-K1-B1 

BLASTX 

g4454032 

227 

l.Oe-18 



41135 



Match length 


79 


% identity 


49 


NCBI Description 


{AL035394) putative protein | 


Seq. No. 


294445 


Seq. ID 


LIB3068-051-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


gl001430 


BLAST score 


528 


E value 


5.0e-54 


Match length 


133 


% identity 


71 


NCBI Description 


(D63999) ORFl [Synechocystis 


Seq. No, 


294446 


Seq. ID 


LIB3068-051-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g3645898 


BLAST score 


551 


E value 


l.Oe-56 


Match length 


151 


% identity 


71 


NCBI Description 


{U68408) in-frame stop codon, 




mutation [Zea mays] 


Seq. No. 


294447 


Seq. ID 


LIB3068-051-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


gl33414 


BLAST score 


417 


E value 


5.0e-41 


Match length 


92 


% identity 


89 


NCBI Description 


DNA- DIRECTED RNA POLYMERASE \ 




DNA-directed RNA polymerase 



A CHAIN >gi__66971_pir RNZMB 

2.7.7.6) beta chain - maize 
chloroplast >gi_12480_emb_CAA35195_ {X17318) RNA polymerase 
beta subunit {AA 1-1075) [Zea mays] 

>gi_902212_emb_CAA60276_ (X86563) RNA polymerase beta 
subunit [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294448 

LIB3068-051-Q1-K1-F9 

BLASTN 

g257040 

267 

l.Oe-148 

400 

23 

hydroxyproline-rich glycoprotein [maize, Genomic, 1703 nt] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



294449 

LIB3068-052-Q1-K1-B9 

BLASTX 

g4586031 

172 

3.0e-12 

64 



41136 



% identity 

NCBI Description 



56 

(AC0O71O93 unknown protein [Arabidopsis thaliana] 



Seq. No. 


294450 


Seq, ID 


LIB3068-052-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g310940 


BLAST score 


152 


E value 


2.0e-10 


Match length 


55 


% identity 


51 


NCBI Description 


(L20756) ABA- and ripening-induced protein 




lycopersicum] 


Seq. No. 


294451 


Seq. ID 


LIB3068-052-Q1-K1-D12 


Method 


BLASTN 


NCBI GI 


gl69818 


BLAST score 


116 


E value 


2.0e-58 


Match length 


288 


% identity 


85 


NCBI Description 


Rice 25S ribosomal RNA gene 


O C ^ . LN . 


294452 


Seq. ID 


LIB3068-052-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g2369714 


BLAST score 


221 


E value 


5.0e-18 


Match length 


131 


% identity 


44 


NCBI Description 


(Z97178) elongation factor 2 [Beta vulgari 


Seq. No. 


294453 


Seq.' ID 


LIB3068-052-Q1-K1-G5 


Mpthod 


BLASTX 


NCBI GI 


g2352492 


BLAST score 


363 


E value 


l.Oe-34 


Match length 


146 


% identity 


48 


NCBI Description 


(AF005047) transport inhibitor response 1 




thaliana] >gi_2352494 {AF005048) transport 




response 1 [Arabidopsis thaliana] 


Seq. No. 


294454 


Seq. ID 


LIB3068-052-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g2995384 


BLAST score 


290 


E value 


3.0e-26 


Match length 


74 


% identity 


74 


NCBI Description 


(AJ004810) cytochrome P450 inonooxygenase [ 



[Solanum 



[Arabidopsis 



Seq. No. 



294455 



41137 



Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3068-053-Q1-K1-C1 

BLASTX 

g4455159 

237 

8.0e-20 
120 
42 

(AL021687) 



putative protein [Arabidopsis thaliana] 



294456 

LIB3068-053-Q1-K1-H4 

BLASTX 

g2344818 

202 

6,0e-16 

54 
61 

(AJ001268) basic pathogenesis-related protein PR5 [Hordeum 
vulgare] 



Seq. No. 


294457 




Seq. ID 


LIB3068-053-Q1-K1-H5 




Method 


BLASTN 




NCBI GI 


gl70767 




BLAST score 


41 




E value 


9.0e-14 




Match length 


49 




% identity 


96 




NCBI Description 


Wheat Nor-D3 locus ribosomal RNA 


Seq. No. 


294458 




Seq. ID 


LIB3068-054-Q1-K1-A10 




Method 


BLASTN 




NCBI GI 


g248338 




BLAST score 


65 




E value 


5.0e-28 




Match length 


249 




% identity 


55 


Genomic, 3- 


NCBI Description 


polyubiquitin [maize. 


Seq. No. 


294459 




Seq. ID 


LIB3068-054-Q1-K1-E4 




Method 


BLASTX 




NCBI GI 


gl31772 




BLAST score 


408 




E value 


5.0e-40 




Match length 


93 




% identity 


88 




NCBI Description 


4 OS RIBOSOMAL PROTEIN 


S14 (CLONE 



3439 nt] 



>gi_82723_pir_ 
maize 



A30097 ribosomal protein S14 (clone MCHl) - 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 



294460 

LIB3068-054-Q1-K1-G10 

BLASTX 

gll5771 

603 



41138 



E value 
Match length 
% identity 
NCBl Description 



8.0e-63 

115 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_enib_CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 



Seq. No. 


294461 


Seq. ID 


LIB3068-054-Q1-K1-H4 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


35 


E value 


2.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


294462 


Seq. ID 


LIB3068-055-Q1-K1-C6 


Method 


BLASTN 


NCBI GI 


g2737881 


BLAST score 


63 


E value 


4.0e-27 


Match length 


83 


% identity 


94 


NCBI Description 


Saccharum sp. polyphenol oxidase 


Seq. No. 


294463 


Seq. ID 


LIB3068-055-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g4432864 


BLAST score 


240 


E value 


4.0e-20 


Match length 


127 


% identity 


41 


NCBI Description 


(AC006300) hypothetical protein 


Seq. No. 


294464 


Seq. ID 


LIB3068-056-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


gll84077 


BLAST score 


195 


E value 


6.0e-15 


Match length 


131 


% identity 


7 


NCBI Description 


{U42445) Cf-2.2 [Lycopersicon pi 


Seq. No. 


294465 


Seq. ID 


LIB3068-057-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g3056595 


BLAST score 


156 


E value 


2.0e-10 


Match length 


91 


% identity 


42 



complete cds 



41139 



NCBI Description 



{AC004255) T1F9.16 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294466 

LIB3068-057-Q1-K1-C3 

BLASTN 

gl68608 

54 

9.0e-22 

190 

82 

Maize 17S ribosomal RNA gene and flanks 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



294467 

LIB3068-057-Q1-K1-G11 

BLASTN 

g22332 

156 

3.0e-82 

343 

93 



NCBI Description Z.mays HRGP gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 



294468 

LIB3068-058-Q1-K1-C3 

BLASTX 

g3643605 

183 

l.Oe-13 

113 
35 

{AC005395) hypothetical protein [Arabidopsis thaliana] 
294469 

LIB3068-058-Q1-K1-D1 

BLASTN 

gl69818 

72 

2.0e-32 

116 

91 

Rice 25S ribosomal RNA gene 
294470 

LIB3068-058-Q1-K1-D5 

BLASTN 

gl498596 

46 

'5.0e-17 
94 
87 

Zea mays phospholipid transfer protein mRNA, complete cds 
294471 

LIB3068-058-Q1-K1-D7 

BLASTX 

gl498597 

179 



41140 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-13 

63 

57 

(U66105) phospholipid transfer protein [Zea mays] 
294472 

LIB3068-058-Q1-K1-F8 

BLASTX 

gl32897 

298 

5.0e-27 

57 

98 

CHLOROPLAST 503 RIBOSOMAL PROTEIN L33 >gi_71355_pir R5ZM33 

ribosomal protein L33 - maize chloroplast 
>gi_12449_emb_CAA39995_ (X56673) chloroplast ribosomal 
protein L33 [Zea mays] >gi_902242_emb_CAA60306__ (X86563) 
ribosomal protein L33 [Zea mays] 



Seq. No. 


294473 


Seq. ID 


LIB3068-058-Q1-K1-G10 


Method 


BLASTN 


NCBI GI 


gl69818 , 


BLAST score 


79 


E value 


2.0e-36 


Match length 


235 


% identity 


84 


NCBI Description 


Rice 25S ribosomal RNA gene 


Seq. No. 


294474 


Seq. ID 


LIB3068-058-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g2501986 


BLAST score 


288 


E value 


8.0e-26 


Match length 


142 


% identity 


47 


NCBI Description 


{AF022178) TAFII250 transcr. 


Seq. No. 


294475 


Seq. ID 


LIB3068-059-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g464470 


BLAST score 


290 


E value 


3.0e-26 


Match length 


90 


% identity 


67 


NCBI Description 


PROFILIN 3 >gi 422033 pir 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



>gi_313142_emb__CAA51720_ (X73281) profilin 
294476 

LIB3068-059-Q1-K1-A8 

BLASTX 

g464470 

144 

2.0e-09 

48 



- maxze 
[Zea mays] 



41141 



% identity 62 

NCBI Description PROFILIN 3 >gi__422033_pir S35798 profilin 3 - maize 

>gi 313142_emb_CAA51720_ (X73281) profilin 3 [Zea mays] 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI De'scription 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294477 

LIB3068-059-Q1-K1-B12 

BLASTN 

gl657763 

36 

6.0e-ll 

36 

100 

Zea mays retrotransposon Ji-3 5' LTR and primer binding 
site DNA sequence 

294478 

LIB3068-059-Q1-K1-D4 

BLASTX 

g2668742 

176 

7.0e-13 

77 

53 

(AF034 945) glycine-rich RNA binding protein [Zea mays] 
294479 

LIB3068-059-Q1-K1-F4 

BLASTN 

g551482 

92 

2.0e-44 

207 

86 

Zea mays ABA- and ripening-inducible-like protein mRNA, 
complete cds 

294480 

LIB3068-059-Q1-K1-F7 

BLASTX 

g567890 

160 

8.0e-ll 

84 

42 

(L37352) beta-galactosidase-complementation protein 
[Cloning vector] 

294481 

LIB3068-059-Q1-K1-G6 

BLASTX 

g3241943 

449 

l.Oe-44 

102 

77 

(AC004 625) hypothetical protein [Arabidopsis thaliana] 



41142 



# 



Seq. No. 


294482 


Seq* ID 


LIdJUoo Uoy JaX \jy 


Method 


BiiAoiA 


NCBI GI 


g2668742 


BLAST score 


351 


E value 


2 . Oe-o J 


Match length 


87 


% identity 


84 


NCBI Description 


tAr:uo4y4oj g±ycine~ri( 


Seq. No. 


294483 


Seq. ID 


T TD — n Q— pii — T^i — P9 
L1doUoo~UO y ixl 


Method 


BLASTX 


NLbi bl 


g jOO^ f± ± X 


BLAST score 


308 


E value 


3.0e-28 


Match length 


87 


% identity 


71 


NCBI Description 


VACUOLAR ATP SYNTHASE 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_l 26391 l_emb_CAA6 5 5 8 1_ 
[Spinacia oleracea] 



[NIT E (V-ATPASE E 
{X96785) vacuolar 



SUBUNIT) 
H(+)-ATPase 



294484 

LIB3068-060-Q1-K1-A9 

BLASTX 

g2129630 

185 

l.Oe-13 

91 
40 

lamin - Arabidopsis thaliana >gi_12 62754_emb_CAA65750_ 
{X97023) lamin [Arabidopsis thaliana] >gi_3395760 (U77721) 
unknown [Arabidopsis thaliana] 



Seq, No. 


294485 


Seq. ID 


LIB3068-060-Q1-K1-C3 


Method 


BLASTN 


NCBI GI 


gl69818 


BLAST score 


162 


E value 


4.0e-86 


Match length 


222 


% identity 


94 


NCBI Description 


Rice 25S ribosomal RNA 


Seq. No. 


294486 


Seq. ID 


LIB3068-060-Q1-K1-C5 


Method 


BLASTN 


NCBI GI 


gl69818 


BLAST score 


64 


E value 


l.Oe-27 


Match length 


176 


% identity 


85 


NCBI Description 


Rice 25S ribosomal RNA 


Seq. No. 


294487 


Seq. ID 


LIB3068-060-Q1-K1-E11 


Method 


BLASTX 



41143 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3057120 
222 

9.0e-27 

130 

52 

(AF023159) starch synthase DULLl [Zea mays] 
294488 

LIB3068-060-Q1-K1-E2 

BLASTN 

gl272684 

140 

5.0e-73 

244 

89 

Z.mays mRNA for acetyl CoA carboxylase (partial) 
294489 

LIB3068-060-Q1-K1-F8 

BLASTX 

gl709001 

182 

4.0e-19 

85 
66 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1} (ADOMET SYNTHETASE 1) 

>gi_2129888_pir S66351 methionine adenosyltransf erase (EC 

2.5.1.6) 1 - garden pea (fragment) >gi_609223_emb_CAA57580^ 
(X82076) methionine adenosyltransf erase [Pisum sativum] 



Seq, No. 


294490 


Seq. ID 


LIB3068-060-Q1-K1-G3 


Method 


BLASTN 


NCBI GI 


g3452290 


BLAST score 


69 


E value 


2.0e-30 


Match length 


155 


% identity 


87 


NCBI Description 


Zea mays retrotransposon 


Seq, No. 


294491 


Seq. ID 


LIB3068-060-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g2213643 


BLAST score 


339 


E value 


4.0e-32 


Match length 


88 


% identity 


70 


NCBI Description 


(057338) glossyl homolog 


Seq. No. 


294492 


Seq. ID 


LIB3068-060-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g3894191 


BLAST score 


157 


E value 


l.Oe-10 



[Oryza sativa] 



41144 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



41 
68 

(AC005662) unknown protein [Arabidopsis thaliana] 
294493 

LIB3068-061-Q1-K1-A4 

BLASTN 

gl498596 

56 

7.0e-23 

128 

86 

Zea mays phospholipid transfer protein mRNA, complete cds 
294494 

LIB3068-061-Q1-K1-B10 

BLASTX 

g2995384 

238 

2,0e-20 

76 

66 

{AJ004810) cytochrome P450 monooxygenase [Zea mays] 
294495 

LIB3068-061-Q1-K1-C2 

BLASTX 

gl362086 

141 

3.0e-09 

68 

49 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_f)ir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase {EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471__emb_CAA584 74_ (X83499) methionine synthase 
[Catharanthus roseus] 

294496 

LIB3068-061-Q1-K1-D10 

BLASTN 

g551482 

56 

8.0e-23 

137 

91 

Zea mays ABA- and ripening-inducible-like protein mRNA, 
complete cds 

294497 

LIB3068-061-Q1-K1-E2 

BLASTX 

gl905944 

201 

l.Oe-15 



41145 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



72 
61 

(049734) Mads box transcription factor SbMADSl [Sorghum 
bicolor] 

294498 

LIB3068-061-Q1-K1-G11 

BLASTN 

gl69818 

57 

2.0e-23 

149 

85 

Rice 25S ribosomal RNA gene 
294499 

LIB3068-062-Q1-K1-E8 

BLASTN 

g902200 

142 

5.0e-74 

310 

86 

Z.mays complete chloroplast genome 
294500 

LIB3068-062-Q1-K1-F1 

BLASTN 

g4007864 

153 

l.Oe-80 

326 

37 

Zea mays HRGP gene, AC1503 line 
294501 

LIB3069-001-Q1-K1-C3 

BLASTX 

g2842744 

141 

7.0e-09 

34 

74 

ENHANCER OF RUDIMENTARY HOMOLOG >gi_1595812 (U67398) 
enhancer of rudimentary homolog ATER [Arabidopsis thaliana] 

294502 

LIB3069-001-Q1-K1-C8 

BLASTX 

g3128171 

156 

2,0e-ll 

100 

43 

{AC004521) putative proteinase [Arabidopsis thaliana] 



Seq. No. 



294503 



41146 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3069-001-Q1-K1-H6 

BLASTX 

g2673906 

230 

5.0e-19 

62 

69 

{AC002561) putative DNA polymerase delta small subunit 
[Arabidopsis thaliana] 



Seq. No. 


294504 


Seq. ID 


LIB3069-001-Q1-K1- 


Method 


BLASTX 




a3882329 


BLAST score 


508 


E value 


l.Oe-51 


Match length 


120 


% identity 


86 


NCBI Description 


(AB018347) KIAA08( 


Seq. No. 


294505 


Seq. ID 


LIB3069-002-Q1-K1- 


Method 


BLASTN 


NCBI GI 


gl68500 


Dij/io i score 


D f 


E value 


9.0e-24 


Match length 


93 


% identity 


90 


NCBI Description 


Maize (Zea mays) ] 


Seq. No. 


294506 


Seq. ID 


LIB3069-002-Q1-K1 


Method 


BLASTX 


NCBI GI 


g3025299 


BLAST score 


144 


E value 


5.0e-09 


Match length 


61 


% identity 


52 


NCBI Description 


HYPOTHETICAL 62.3 


(AF002109) ABCl i 


Seq. No. 


294507 


Seq. ID 


LIB3069-002-Q1-K1 


Method 


BLASTX 


NCBI GI 


g3776567 


BLAST score 


381 


E value 


8.0e-37 


Match length 


127 


% identity 


65 



H4 gene (H4C14), complete cds 



KD PROTEIN T29M21.25 >gi_2088660 



NCBI Description 



(AC005388) Strong similarity to F21B7.33 gi_2809264 from A. 
thaliana BAC gb_AC002560. EST gb_N65119 comes from this 
gene. [Arabidopsis thaliana] 



Seq, No. 
Seq. ID 
Method 
NCBI GI 



294508 

LIB3069-002-Q1-K1-D12 

BLASTX 

g3522931 



41147 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
*E value 
Match length 
% identity 
NCBI Description 



585 

l.Oe-60 

135 

79 

{AC002535) putative Na+/Ca2+ exchanger [Arabidopsis 
thaliana] 

294509 

LIB3069-002-Q1-K1-D4 

BLASTN 

g3821780 

36 

8.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
294510 

LIB3069-002-Q1-K1-E1 

BLASTX 

g2688842 

146 

2,0e-09 

63 

51 

(AF004830) serine palmitoyltransferase LCB2 subunit 
[Cricetulus griseus] 



Seq, No. 


294511 


Seq. ID 


LIB3069-002-Q1 


Method 


BLASTX 


NCBI GI 


g3193284 


BLAST score 


158 


E value 


2.0e-13 


Match length 


73 


% identity 


53 


NCBI Description 


(AF069298) No 


Seq. No. 


294512 


Seq. ID 


LIB3069-002-Q1 


Method 


BLASTX 


NCBI GI 


gl705659 


BLAST score 


248 


E value 


3.0e-21 


Match length 


88 


% identity 


62 


NCBI Description 


CCAAT-BINDING 



;T0R (CBF) >gi_2137192_pir JC6067 

:tor CBFl - mouse >gi_790575 (U19891) 
putative CCAAT binding factor 1; alternatively spliced 
transcript mCBFl [Mus musculus] 

Seq. No. 294513 

Seq. ID LIB3069-002-Q1-K1-H3 

Method BLASTN 

NCBI GI g4206305 

BLAST score 36 

E value l.Oe-10 



41148 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 . 
84 

Zea mays retrotransposon Cinful-1, complete sequence 
294514 

LIB3069-002-Q1-K1-H7 

BLASTX 

g4538978 

163 

l.Oe-11 

84 
40 

(AL049487) hypothetical protein [Arabidopsis thaliana] 
294515 

LIB3069-003-Q1-K1-A12 

BLASTX 

g4099919 

172 

l.Oe-12 

87 

43 

(U91981) pollen allergen homolog [Triticum aestivum] 
294516 

LIB3069-003-Q1-K1-A8 

BLASTX 

g3046696 

207 

2.0e-16 

113 

42 

(AL022224) CTP synthase like protein [Arabidopsis thaliana] 
294517 

LIB3069-003-Q1-K1-B7 

BLASTX 

g82694 

146 

2.0e-09 
50 
70 

glyceraldehyde-3-phosphate dehydrogenase 
maize (fragment) >gi_293889 (L13432) 
glyceraldehyde-3-phosphate dehydrogenase [Zea mays] 



(EC 1,2.1.12) 2 - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294518 

LIB3069-003-Q1-K1-C1 

BLASTX 

gll5794 

193 

6.0e-15 

88 
51 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE III PRECURSOR 

(CAB-13) >gi_72748_pir CDT033 chlorophyll a/b-binding 

protein type III precursor (cab-13) - tomato 



41149 




>gi_19277_einb_CAA42818_ (X60275) LHCII type III 
[Lycopersicon esculentum] 



Seq. No. 


294519 


Seq. ID 


LIB3069-003-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g3281861 


BLAST score 


398 


E value 


l.Oe-38 


Match length 


157 


% identity 


50 


NCBI Description 


(AL031004) putative p: 


Seq. No. 


294520 


Seq, ID 


LIB3069-003-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g3551960 


BLAST score 


235 


E value 


8.0e-20 


Match length 


107 


% identity 


47 


NCBI Description 


(AF082033) senescence 




hybrid cultivar] 


Seq. No. 


294521 


Seq. ID 


LIB3069-003-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g2129851 


BLAST score 


219 


E value 


l.Oe-17 



[Hemerocallis 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146 
39 

tRNA adenylyltransf erase (EC 2.7,7.25) - white lupine 
>gi_1139585 {U15930) tRNA nucleotidyltransferase [Lupinus 
albus] 



294522 

LIB3069-003-Q1-K1-D5 

BLASTX 

g3123908 

279 

6.0e-25 

115 

49 

(AF038392) pre-mRNA splicing factor 



[Homo sapiens] 



294523 

LIB3069-003-Q1-K1-D6 

BLASTX 

g2494320 

155 

7,0e-ll 

64 

55 

EUKARYOTIC TRANSLATION INITIATION FACTOR 5 {EIF-5) 
>gi_1806575_einb_CAA67868_ (X99517) Eukaryotic initiation 
factor-5 [Zea mays] 



41150 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294524 

LIB3069-003-Q1-K1-D8 

BLASTX 

gl619602 

241 

2.0e-20 

81 
56 

(Y08726) MtN3 [Medicago truncatula] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294525 

LIB3069-003-Q1-K1-E10 

BLASTX 

g82040 

688 

l.Oe-72 

153 

26 

ubiquitin precursor - flax (fragment) >gi_168304 (M57895) 
ubiquitin [Linum usitatissimum] 



Seq. No. 


294526 


Seq. ID 


LIB3069-003-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


gl200205 


BLAST score 


166 


E value 


2.0e-ll 


Match length 


66 


% identity 


50 


NCBI Description 


(X95753) DAG [Antirrhinum majus] 


Seq. No. 


294527 


Seq. ID 


LIB3069-003-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g2497748 


BLAST score 


146 


E value 


2.0e-09 


Match length 


60 


% identity 


47 


NCBI Description 


NONSPECIFIC LIPID-TRANSFER PROTEIN 



>gi_902058 
sativa] 



(U29176) lipid transfer protein precursor [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294528 

LIB3069-003-Q1-K1-G4 

BLASTX 

gl708107 

310 

l.Oe-28 

92 

75 

HISTONE H2B >gi_473605 



(U08226) histone H2B [Zea mays] 



Seq. No. 
Seq. ID 
Method 



294529 

LIB3069-003-Q1-K1-H4 
BLASTX 



41151 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2924508 
241 

6,0e-21 

62 
69 

(AL022023) actin depolymerizing factor 
[Arabidopsis thaliana] 



like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



294530 

LIB3069-004-Q1-K1-A11 

BLASTX 

g3522942 

191 

l.Oe-14 

82 

54 

(AC004411) hypothetical protein [Arabidopsis thaliana] 
294531 

LIB3069-004-Q1-K1-A3 

BLASTX 

g3650036 

144 

6.0e-09 

123 

36 

{AC005396) putative transposase [Arabidopsis thaliana] 
294532 

LIB3069-004-Q1-K1-A9 

BLASTX 

gl352081 

732 

7.0e-78 

138 

99 

BETA-GLUCOSIDASE, CHLOROPLAST PRECURSOR (GENTIOBIASE) 
(CELLOBIASE) (BETA-D-GLUCOSIDE GLUCOHYDROLASE ) >gi_7 99377 
(U25157) beta-D-glucosidase [Zea mays] >gi_1399390 (U44773) 

beta-D-glucosidase [Zea mays] >gi_4096602 (U33816) 

beta-D-glucosidase [Zea mays] 

294533 

LIB3069-004-Q1-K1-B4 

BLASTX 

g3420054 

199 

2.0e-15 

113 

46 

(AC004 680) unlcnown protein [Arabidopsis thaliana] 
294534 " 

LIB3069-004-Q1-K1-D7 

BLASTX 

g4335724 

192 



41152 



E value 
Match length 
% identity 
NCBI Description 



2.0e-14 

97 

37 

(AC006248) putative RING-H2 finger protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294535 

LIB3069-004-Q1-K1-E7 

BLASTX 

g2160319 

166 

6.0e-12 

62 

56 

(D25240) possible SEC18 coding sequence [Oryza sativa] 
294536 

LIB3069-004-Q1-K1-F1 

BLASTX 

gl432058 

151 

5.0e-10 

55 

55 

(U58540) WRKY2 [Petroselinum crispum] 
294537 

LIB3069-004-Q1-K1-F12 

BLASTX 

gl362162 

191 

7.0e-15 

82 

46 

beta-glucosidase BGQ60 precursor - barley >gi_804656 
{L41869) beta-glucosidase [Hordeum vulgare] 

294538 

LIB3069-004-Q1-K1-F5 

BLASTX 

g4507229 

179 

2.0e-13 

85 

48 

Succinic semialdehyde dehydrogenase 

>gi_3766467_einb_CAA72076_ (Y11192) NAD+ dependent succinic 
semialdehyde dehydrogenase [Homo sapiens] 
>gi_4164365_emb_CAA20248__ (AL031230) dJ73M23.2 
(NAD+-dependent succinic semialdehyde dehydrogenase (SSADH, 
EC 1.2.1.24)) [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



294539 

LIB3069-004-Q1-K1-G11 

BLASTN 

gl532072 

106 



41153 



E value 


1. Oe-52 


Match length 


126 


% identity 


96 


NCBI Description 


Z.inays luRNA 


Seq. No. 


294540 


Seq. ID 


LIB3069-004- 


Method 


B LASIX 


NCBI GI 


g3785995 


BLAST score 


339 


E value 


5 . Oe-32 


Match length 


99 


% identity 


71 


NCBI Description 


{AC005499) 


Seq. No. 


294541 


Seq. ID 


LIB3069-004 


Method 


BLASTX 


NCBI GI 


gzoio44 y 


BLAST score 


169 


E value 


7.0e-12 


Match length 


116 


% identity 


37 


NCBI Description 


(AF016448) 



-Ql-Kl-Hll 



similar to Saccharomyces cerevisiae nuclear 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



segregation protein SMC2 
[Caenorhabditis elegans] 



(SP:P38989) in another 



294542 

LIB3069-004-Q1-K1-H9 

BLASTX 

g3643593 

170 

4,0e-12 

59 

59 

(AC005395) hypothetical protein [Arabidopsis thaliana] 



294543 

LIB3069-005-Q1-K1-A3 

BLASTX 

g2191187 

294 

2.0e-26 

137 

46 

{AF007271) contains similarity to a 
[Arabidopsis thaliana] 



DNAJ-like domain 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



294544 

LIB3069-005-Q1-K1-B1 

BLASTX 

g2194125 

232 

3.0e-19 

55 

71 



41154 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method , 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



(AC002062) ESTs gb_R30459, gb_N38441 come from this gene. 
[Arabidopsis thaliana] 

294545 

LIB3069-005-Q1-K1-G2 

BLASTX 

gll8104 

500 

7.0e-51 
106 
8 8 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) - 

maize >gi_168461 {M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 

294546 

LIB3069-005-Q1-K1-H5 

BLASTX 

g3218543 

146 

3.0e-09 

118 
32 

{AB004813) alternative oxidase [Oryza sativa] 
>gi_3218548_dbj_BAA28774_ (AB004865) alternative oxidase 
[Oryza sativa] 

294547 

LIB3069-005-Q1-K1-H6 

BLASTX 

g4539312 

200 

2.0e-20 

68 

74 

{AL035679) putative ubiquitin-dependent proteolytic protein 
[Arabidopsis thaliana] 

294548 

LIB3069-006-Q1-K1-B12 

BLASTX 

g450880 

201 

7.0e-16 

95 

51 

(X77199) heat shock cognate 70-1 [Arabidopsis thaliana] 
294549 

LIB3069-006-Q1-K1-C11 

BLASTX 

g3482928 

307 

4.0e-28 
82 



41155 



% identity 


78 


NCBI Description 


(AC003970) Unknown protein [Arabidopsis thaliana] 




>gi 3929586 {AF100166) phytochrome interacting factor 3 




[Arabidopsis thaliana] 


Seq. No. 


294550 


Seq. ID 


LIB30 69-00 6-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g3894214 


BLAST score 


160 


E value 


4.0e-ll 


Match length 


58 


% identity 


47 


NCBI Description 


(D83726) elongation factor 1 beta 2 [Oryza sativa] 




>gi 3894216 dbj BAA34599 (D83727) elongation factor 1 beta 




2 [Oryza sativa] 


Seq, No. 


294551 


Seq. ID 


LIB3069-006-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 


177 


E value 


6.0e-13 


Match length 


86 


% identity 


51 


NCBI Description 


(AF034945) glycine-rich RNA binding protein [Zea mays] 


Seq. No. 


294552 


Seq. ID 


LIB3069-006-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g3885882 


BLAST score 


171 


E value 


6.0e-27 


Match length 


79 


% identity 


85 


NCBI Description 


(AF093629) inorganic pyrophosphatase [Oryza sativa] 


Seq. No. 


294553 


Seq. ID 


LIB3069-006-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g2961384 


BLAST score 


258 


E value 


3.0e-22 


Match length 


118 


% identity 


47 


NCBI Description 


{AL022141) aldehyde dehydrogenase like protein [Arabidopsis 




thaliana] 


Seq. No. 


294554 


Seq. ID 


LIB3069-006-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


gl362190 


BLAST score 


141 


E value 


9.0e-09 


Match length 


82 


% identity 


46 


NCBI Description 


calcium-dependent protein kinase - maize (fragment) 



41156 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_506413 {L15390) calcium-dependent protein kinase [Zea 
mays] 

294555 

LIB3069-006-Q1-K1-G6 

BLASTX 

g2583121 

161 

5.0e-ll 

47 

66 

{AC002387) putative phosphotransferase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294556 

LIB3069-006-Q1-K1-G7 

BLASTX 

gl351974 

151 

8.0e-10 

43 

72 

ADP-RIBOSYLATION FACTOR >gi_1076788_pir S49325 

ADP-ribosylation factor - maize >gi_107 6789_pir S5348 6 

ADP-ribosylation factor - maize >gi_556686_emb_CAA56351__ 
(X80042) ADP-ribosylation factor [Zea mays] 

294557 

LIB3069-006-Q1-K1-H12 

BLASTN 

g3132824 

85 

2.0e-40 

129 

91 

Zea mays putative cytosine-5 DNA methyltransf erase (ZMETl) 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294558 

LIB3069-008-Q1-K1-A11 

BLASTX 

g404466 

179 

2.0e-13 

48 

85 

(S64499) H3 histone [Styela plicata, 
aa] [Styela plicata] 



sperm. Peptide, 136 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



294559 

LIB3069-008-Q1-K1-A8 

BLASTX 

gll68191 

217 

4.0e-18 

65 

71 



41157 




NCBI Description 14-3-3-LIKE PROTEIN 4 (PBLT4) >gi_136208 9_pir S57272 

14-3-3 brain protein homolog {clone pBLT4) - tomato 
>gi_466336 (L29150) 14-3-3 protein homologue [Solanizm 

lycopersicum] >gi_1090847_prf 2019487B 14-3-3 protein 

[Lycopersicon esculentum] 

Seq. No. 294560 

Seq, ID LIB3069-008-Q1-K1-A9 

Method BLASTX 



NCBI GI 


gl620982 


BLAST score 


180 


Hi V Cl-L U.O 


8 . Oe-14 


Match length 


47 


% identity 


77 


NCBI Description 


{Y08860) 40S ribosomal protein S5 [Nicotiana 


plumbaginifolia] 


Seq. No. 


294561 


Seq. ID 


LIB3069-008-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


gl498342 




165 


E value 


5.0e-12 


Match length 


72 


% identity 


53 


NCBI Description 


(U60504) actin [Glycine max] 


Seq. No. 


294562 


Seq. ID 


LIB3069-G08-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3549626 


BLAST score 


186 


XL VclJ.U.v:S 


3 . Oe-14 


Match length 


77 


% identity 


52 


NCBI Description 


{AJ009696) wall-associated kinase 1 [Arabidopsis 


Seq. No. 


294563 


Seq. ID 


LIB3069-008-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g2880043 


BLAST score 


298 


E value 


5,0e-27 


Match length 


106 


% identity 


58 


NCBI Description 


{AC002340) putative 3-hydroxyisobutyryl- coenzyme 




hydrolase [Arabidopsis thaliana] 


Seq, No. 


294564 


Seq. ID 


LIB3069-009-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g3540195 


BLAST score 


272 


E value 


6.0e-24 


Match length 


80 


% identity 


32 


NCBI Description 


(AC004260) Unknown protein [Arabidopsis thaliana 



41158 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294565 

LIB3069-009-Q1-K1-C9 

BLASTX 

gl717870 

152 

3*0e-10 

91 

35 

PUTATIVE UBIQUITIN CARBOXYL- TERMINAL HYDROLASE C8A4 . OIC 
{UBIQDITIN THIOLESTERASE) (UBIQUITIN-SPECIFIC PROCESSING 
PROTEASE) (DEUBIQUITINATING ENZYME) 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294566 

LIB3069-009-Q1-K1-E12 

BLASTX 

gl36632 

243 

4.0e-23 

84 
68 

UBIQUITIN-ACTIVATING ENZYME El 1 >gi_100841_pir ^A38373 

ubiquitin—protein ligase {EC 6.3.2.19) El - wheat 

>gi_285451_pir ^A42873 ubiquitin-activating enzyme El, UBAl 

- Wheat >gi_170780 {M55604) ubiquitin-activating enzyme El 
[Triticum aestiviim] 



Seq. No. 


294567 


Seq. ID 


LIB3069-009-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g4522008 


BLAST score 


175 


E value 


6.0e-13 


Match length 


66 


% identity 


52 


NCBI Description 


(AC007069) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


294568 


Seq. ID 


LIB3069-009-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g2894534 


BLAST score 


329 


E value 


9.0e-31 


Match length 


80 


% identity 


81 


NCBI Description 


(AJ224327) aquaporin [Oryza sativa] 


Seq. No. 


294569 


Seq. ID 


LIB3069-009-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g4140398 


BLAST score 


294 


E value 


7.0e-27 


Match length 


81 


% identity 


63 


NCBI Description 


(AF081794) sterol-C5 (6)-desaturase [Nicotiana tabacum] 



41159 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294570 

LIB3069-009-Q1-K1-H10 

BLASTX 

gl495251 

231 

4.0e-24 

119 

54 

{Z70314) heat-shock protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294571 

LIB3069-009-Q1-K1-H2 

BLASTX 

gl076797 

206 

5.0e-22 

84 

74 

cysteine proteinase inhibitor precursor - maize 
>gi__809608_einb_CAA60610_ {X87126) cysteine proteinase 
inhibitor [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294572 

LIB3069-009-Q1-K1-H3 

BLASTX 

gl076739 

315 

4.0e-29 

86 

74 

box protein - rice >gi_ 
sativa] 



508577 (L34271) box protein [Oryz 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294573 

LIB3069-010-Q1-K1-A7 

BLASTX 

g2102691 

164 

2.0e-ll 

53 
64 

{U64817) fructokinase [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294574 

LIB3069-010-Q1-K1-C10 

BLASTX 

g3176725 

241 

2.0e-20 

109 

41 

(AC002392y unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



294575 

LIB3069-010-Q1-K1-C12 

BLASTX 

g2511531 



41160 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



488 

3.0e-4 9 

93 

97 

(AF008120) alpha tubulin 1 [Eleusine indica] 
>gi_3163944_emb_CAA06618_ (AJ005598) alpha-tubulin 1 
[Eleusine indica] 



Seq. No- 


294576 


Seq. ID 


LIB3069-010-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g3273202 


BLAST score 


142 


E value 


± • u c u o 


Match length 


40 


% identity 


57 


NCBI Description 


(AB010918) responce reactc 


Seq. No. 


294577 


Seq. ID 


LIB3069-010-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g730456 


BLAST score 


230 


E value 


3.0e-19 


LYiai-cn xenyuii 




% identity 


91 


NCBI Description 


4 OS RIBOSOMAL PROTEIN SI 9 


Seq. No. 


294578 


Seq. ID 


LIB3069-010-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g2773154 


BLAST score 


167 


E value 


9.0e-12 


Match length 


60 


% identity 


55 


NCBI Description 


(AF039573) abscisic acid- 




[Oryza sativa] 


Seq. No. 


294579 


Seq. ID 


LIB3069-010-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g3024657 


BLAST score 


226 


E value 


9,0e-19 


Match length 


65 


% identity 


74 



[Arabidopsis thaliana] 



and stress-inducible protein 



NCBI Description 



PROTEIN TRANSLATION FACTOR SUIl HOMOLOG (G0S2 PROTEIN) 
>gi_2668740 (AF034944) translation initiation factor; G0S2 
[Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



294580 

LIB3069-010-Q1-K1-H3 

BLASTX 

g2435519 

386 

2.0e-37 



41161 



# 



Match length 

% identity 

NCBI ' Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



106 
71 

(AF024504) similar to mouse MEM3 (GB:U47024 and S. 
cerevisiae vacuolar sorting protein 35 (SW;P34110) 
[Arabidopsis thaliana] 

294581 

LIB3069-011-Q1-K1-D5 

BLASTX 

g4204759 

272 

5.0e-24 

86 
59 

(U51191) peroxidase precursor [Glycine max] 
294582 

LIB3069-011-Q1-K1-E5 

BLASTX 

g3414809 

145 

4.0e-09 

82 
38 

{AF061529) rjs [Mus musculus] 
294583 

LIB3069-011-Q1-K1-G9 

BLASTX 

g733454 

158 

l.Oe-10 

147 

35 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

294584 

LIB3069-012-Q1-K1-A11 

BLASTX 

gl084457 

280 

8.0e-25 

88 

64 

elongation factor 1-beta - Rice >gi_432368_dbj_BAA04 903_ 
(D23674) elongation factor 1 beta [Oryza sativa] 

294585 

LIB3069-012-Q1-K1-B3 

BLASTX 

gll72553 

282 

l.Oe-25 

65 

80 

OUTER MITOCHONDRIAL MEMBRANE PROTEIN PORIN 



41162 




(VOLTAGE-DEPENDENT ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 
>gi_456672__einb_CAA54788_ (X77733) voltage dependent anion 
channel (VDAC) [Triticum aestivum] 



Seq. No. 


294586 


Seq. ID 


LIB3069-012-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g4585985 


BLAST score 


185^ 


E value 


9.0e-14 


Match length 


123 


% identity 


37 


NCBI Description 


(AC005287) Hypotheti< 


o e q . IN O • 




Seq, ID 


LIB3069-012-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g3786011 


BLAST score 


211 


E value 


8.0e-17 


Match length 


56 


% identity 


82 


NCBI Description 


(AC005499) putative 




thaliana] 


Seq. No. 


294588 


Seq. ID 


LIB3069-012-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g4335735 


BLAST score 


306 


E value 


4.0e-28 


Match length 


115 



[Arabidopsis thaliana] 



[Arabidopsis 



% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48 

(AC006248) hypothetical protein [Arabidopsis thaliana] 
294589 

LIB3069-012-Q1-K1-D6 

BLASTX 

g4371293 

150 

9.0e-10 

127 
30 

{AC006260) hypothetical protein [Arabidopsis thaliana] 
294590 

LIB3069-012-Q1-K1-H7 

BLASTN 

g22268 

271 

l.Oe-151 

338 

88 

Maize (strain E41) mRNA for cell wall glycoprotein 
(partial) >gi_1684 58_gb_M36914_MZECWAC Z.mays cell wall 
protein mRNA, 3' end 



41163 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294591 

LIB3069-013-Q1-K1-D7 

BLASTX 

gl899175 

148 

2.0e-09 

98 

39 

(U90262) calcium- dependent calitiodul in-independent protein 
kinase CDPK [Cucurbita pepo] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294592 

LIB3069-015-Q1-K1-A10 

BLASTX 

g2833348 

338 

7.0e-32 

85 
80 

INTERFERON- INDUCED PROTEIN 6-16 PRECURSOR (IFI-6-16) 
>gi_218574_dbj_BAA01980_ (D11384) ORF [Pan troglodytes] 





Seq. No. 


294593 




Seq. ID 


LIB3069-015-Q1-K1-B12 




Method 


BLASTX 




NCBI GI 


gl644368 






^ £. 




E value 


l.Oe-18 




Match length 


87 




% identity 


55 




NCBI Description 


{U72661) ninjurinl [Homo sapiens] >gi__3077899 






ninjurin [Homo sapiens] 




Seq, No. 


294594 




Seq. ID 


LIB3069-015-Q1-K1-B7 




Method 


BLASTX 




NCBI GI 


g4006835 




BLAST score 


201 




E value 


l.Oe-15 




Match length 


92 




% identity 


7 




NCBI Description 


(AC005970) hypothetical protein [Arabidopsis 




Seq. No. 


294595 




Seq. ID 


LIB3069-015-Q1-K1-B8 




Method 


BLASTX 




NCBI GI 


g2262176 




BLAST score 


156 




E value 


2.0e-10 




Match length 


59 




% identity 


47 




NCBI Description 


(AC002329) putative RING zinc-finger protein 






thaliana] >gi_3790573 (AF078824) RING-H2 fing 






RHA3a [Arabidopsis thaliana] 




Seq. No. 


294596 




Seq. ID 


LIB3069-015-Q1-K1-C10 



41164 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2996636 

447 

2.0e-44 

113 

75 

(AC004503) 



BIGH3 [Homo sapiens] 



294597 

LIB3069-015-Q1-K1-C12 

BLASTX 

g584908 

468 

5.0e-47 

96 

91 

COMPLEMENT FACTOR B PRECURSOR {C3/C5 CONVERTASE) (PROPERDIN 
FACTOR B) (GLYCINE-RICH BETA GLYCOPROTEIN) (GBG) (PBF2) 

>gi_625235_pir BBHU complement factor B precursor - human 

>gi_297569_emb_CAA5138 9_ (X72875) complement factor B [Homo 
sapiens] >gi_4261689_gb_AAD13989_S67310_l (S67310) 
complement factor B [Homo sapiens] 



294598 

LIB3069-015-Q1-K1-E11 

BLASTN 

g536897 

324 

O.Oe+00 

441 

94 

Human follistatin-related protein precursor mRNA, 
cds 



complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294599 

LIB3069-015-Q1-K1-E12 

BLASTN 

g3366557 

89 

3.0e-42 

139 

99 

Homo sapiens chromosome 5, PI clone 1307e8 (LBNL H60), 
complete sequence [Homo sapiens] 

294600 

LIB3069-015-Q1-K1-E9 

BLASTX 

gll72027 

642 

l.Oe-67 

131 

99 

PRE-B CELL ENHANCING FACTOR PRECURSOR 

>gi_1082712_pir ^A55927 pre-B cell enhancing factor - human 

>gi_404013 (U02020) pre-B cell enhancing factor [Homo 
sapiens ] 



41165 





Seq, No. 


294 601 




Seq. ID 


LIB30d9-015-Q1-K1-F11 




Method 


BLASTN 




NCBI GI 


g4589607 




BLAST score 


221 




E value 


l.Oe-121 




Match length 


269 




% identity 


95 




NCBI Description 


Homo sapiens mRNA for KIAA0982 protein, complete cds 




Seq. No. 


294602 




Seq. ID 


LIB3069-015-Q1-K1-G6 




Method 


BLASTX 




NCBI GI 


g416716 




BLAST score 


301 




E value 


2.0e-27 




Match length 


133 


LJ 


.. % identity 


46 




NCBI Description 


CELL DIVISION-ASSOCIATED PROTEIN BIMB 






>gi 322992 pir A42854 probable spindle pole body component 


fn 




bimB - Emericella nidulans 




Seq. No. 


294603 




Seq. ID 


LIB3069-015-Q1-K1-G9 




Method 


BLASTX 




NCBI GI 


g2529707 




BLAST score 


332 




E value 


6,0e-31 




Match length 


92 




% identity 


64 




NCBI Description 


(AF001434) Hpast [Homo sapiens] 




Seq. No. 


294604 




Seq. ID 


LIB3069-015-Q1-K1-H11 




Method 


BLASTN 




NCBI GI 


g3171873 




BLAST score 


37 




E value 


2,0e-ll 




Match length 


37 




% identity 


100 




NCBI Description 


Homo sapiens DNA sequence from PAC 18601 on chromosome 22. 






Contains an unknown gene, ESTs and a GSS, complete sequence 






[Homo sapiens] 




Seq. No. 


294605 




Seq. ID 


LIB3069-015-Q1-K1-H12 




Method 


BLASTN 




NCBI GI 


g37505 




BLAST score 


228 




E value 


l.Oe-125 




Match length 


298 




% identity 


98 




NCBI Description 


H. sapiens RNA for 5^ sequence of type IV collagenase 




Seq. No. 


294606 




Seq. ID 


LIB3069-016-Q1-K1-E10 



41166 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2129929 

560 

8.0e-58 

108 

96 

DNA-directed RNA polymerase (EC 2.7.7.6) II chain RPB2 - 
tomato >gi_1049068 {U28403) RNA polymerase II subunit 2 
[Solanum lycopersicum] 



Seq. No. 


294607 


Seq. ID 


LIB3069-016-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g2245026 


BLAST score 


153 


E value 


5.0e-10 


Match length 


53 


% identity 


60 


NCBI Description 


(Z97341) hypothetical protein [Arabi< 


Seq. No. 


294608 


Seq. ID 


LIB3069-016-Q1-K1-F9 


Method 


BLASTN 


NCBI GI 


g902200 


BLAST score 


111 


E value " 


8.0e-56 


Match length 


216 


% identity 


44 


NCBI Description 


Z.mays complete chloroplast genome 


Seq. No. 


294609 


Seq. ID 


LIB3069-017-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g4567278 


RLAST «5Core 


294 


E value 


l.Oe-26 


Match length 


101 


% identity 


57 


NCBI Description 


(AC006841) putative anthracycline as 




protein [Arabidopsis thaliana] 


Seq. No. 


294610 


Seq. ID 


LIB3069-017-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


gll43705 


BLAST score 


239 


E value 


2.0e~20 


Match length 


79 


% identity 


63 


NCBI Description 


(X89760) Hox2a [Zea mays] 


Seq. No. 


294611 


Seq. ID 


LIB3069-017-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g82696 


BLAST score 


258 


E value 


2.0e-22 



41167 



Match length 

% identity 

NCBI Description 



79 
66 

glycine-rich protein - maize >gi_22293_emb__CAA43431_ 
{X61121) glycine-rich protein [Zea mays] 



Seq. No. 


294612 


Seq. ID 


LIB3069-017- 


Method 


BLASTX 


NCBI GI 


g3928093 


BLAST score 


470 


E value 


4.0e-47 


Match length 


144 


% identity 


65 


NCBI Description 


(ACO 05770) 


Seq, No. 


294613 


Seq. ID 


LIB3069-017 


Method 


BLASTX 


NCBI GI 


g3176690 


BLAST score 


209 


E value 


l.Oe-16 


Match length 


116 


% identity 


49 


NCBI Description 


(AC003671) 




cerevisiae. 




[Arabidopsi 


Seq. No. 


294614 


Seq. ID 


LIB3069-017 


Method 


BLASTX 


NCBI GI 


g3023751 


BLAST score 


268 


E value 


2.0e-23 


Match length 


139 


% identity 


49 



-D8 



Similar to iibiquitin ligase gb_D63905 from S, 
EST gb_R65295 comes from this gene. 



-Q1-K1-E3 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



70 KD PEPTIDYLPROLYL ISOMERASE (PEPTIDYLPROLYL CIS-TRANS 

ISOMERASE) (CYCLOPHILIN) (PPIASE) >gi__1076772__pir S55383 

peptidylprolyl isomerase (EC 5.2.1.8) - wheat 

>gi_854 626_emb_CAA60505_ (X86903) peptidylprolyl isomerase 

[Triticum aestivum] 

294615 

LIB3069-017-Q1-K1-E9 

BLASTX 

g3915826 

432 

7.0e-43 

98 

85 

60S RIBOSOMAL PROTEIN L5 
294616 

LIB3069-017-Q1-K1-F2 

BLASTX 

g4432832 

385 

3.0e-37 



41168 



Match length 


148 


% identity 


55 


NCBI Description 


(AC006283) similar to protein Htf9C [Arabidopsis thaliana, 


Seq. No. 


294617 


Seq. ID 


LIB3069-017-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g3894159 


BLAST score 


235 


E value 


l.Oe-19 


Match length 


135 


% identity 


42 


NCBI Description 


(AC005312) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


294618 


Seq. ID 


LIB3069-017-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


gl890575 


BLAST score 


280 


E value 


6.0e-25 


Match length 


138 


% identity 


49 


NCBI Description 


(X93174) xyloglucan endotransglycosylase (XET) [Hordeum 




vulgare] 


Seq* No. 


294619 


Seq. ID 


LIB3069-017-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3236249 


BLAST score 


144 


E value 


6.0e-09 


Match length 


144 


% identity 


35 


NCBI Description 


(AC004684) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


294620 


Seq, ID 


LIB3069-017-Q1-K1-H5 


Method 


BLASTN 


NCBI GI 


g3294468 


BLAST score 


34 


E value 


7.0e-10 


Match length 


62 


% identity 


89 


NCBI Description 


Zea mays phosphoglucomutase 2 mRNA, complete cds 


Seq. No. 


294621 


Seq. ID 


LIB3069-018-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g2257743 


BLAST score 


216 


E value 


l.Oe-17 


Match length 


90 


% identity 


57 


NCBI Description 


(U62020) lysine-sensitive aspartate kinase [Arabidopsis 




thaliana] 



Seq. No. 294622 



41169 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3069-018-Q1-K1-B8 

BLASTX 

gl362162 

394 

3.0e-38 

139 

52 

beta-glucosidase BGQ60 precursor - barley >gi_804 656 
{L41869) beta-glucosidase [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BliAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294623 

LIB3069-018-Q1-K1-C2 

BLASTX 

g2244865 

179 

4.0e-13 

127 
38 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
294624 

LIB3069-018-Q1-K1-C8 

BLASTX 

g2688830 

307 

8.0e-30 

122 

64 

{AF000952) putative sugar transporter [Prunus armeniaca] 
294625 

LIB3069-019-Q1-K1-E5 

BLASTX 

g626042 

165 

2.0e-ll 

127 

39 

beta-glucosidase, root meristem (EC 3.2.1.-) precursor - 
maize >gi_435313_einb_CAA52293_ (X74217) beta-glucosidase 
[Zea mays] 

294626 

LIB3069-019-Q1-K1-H1 

BLASTX 

g66009 

155 

3.0e-10 

96 

40 

glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.12) C, 
cytosolic - maize >gi_22238__emb_CAA30151_ (X07156) GADPH 
(AA 1-337) [Zea mays] 



Seq. No. 
Seq. ID 
Method 



294627 

LIB3069-019-Q1-K1-H11 
BLASTN 



41170 



NCBI GI 


g4140643 


BLAST score 


55 


E value 


2.0e-22 


Match length 


83 


% identity 


93 


NCBI Description 


Zea mays cosmid II.2E10 22-kDa alpha zein gene cluste: 




complete sequence 


Seq. No. 


294628 


Seq. ID 


LIB3069-020-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 


304 


E value 


8.0e-28 


Match length 


82 


% identity 


74 


NCBI Description 


(AF034945) glycine-rich RNA binding protein [Zea mays; 


Seq. No. 


294629 


Seq, ID 


LIB30 69-02 0-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g4432859 


BLAST score 


193 


E value 


4.0e-15 


Match length 


73 


% identity 


59 


NCBI Description 


(AC006300) unknown protein [Arabidopsis thaliana] 


Seq. No. 


294630 


Seq. ID 


LIB3069-020-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g4587584 


BLAST score 


172 


E value 


6.0e-20 


Match length 


99 


% identity 


54 


NCBI Description 


{AC007232) unknown protein [Arabidopsis thaliana] 


Seq. No. 


294631 


Seq, ID 


LIB3069-020-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g4006818 


BLAST score 


356 


E value 


l.Oe-36 


Match length 


109 


% identity 


73 


NCBI Description 


(AC005970) putative translation initiation factor elF 




alpha subunit [Arabidopsis thaliana] 


Seq. No. 


294632 


Seq. ID 


LIB3069-020-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g2335104 


BLAST score 


535 


E value 


8.0e-58 


Match length 


130 


% identity 


86 



41171 



NCBI Description (AC002339) putative villin [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294633 

LIB3069-020-Q1-K1-G1 

BLASTX 

g4539420 

154 

4.0e-10 

54 
57 

(AL049171) 
thaliana] 



putative protein (fragment) [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294634 

LIB3069-020-Q1-K1-G3 

BLASTX 

g3395436 

177 

5.0e-13 

56 

55 

(AC004683) unknown protein [Arabidopsis thaliana] 
294635 

LIB3069-020-Q1-K1-G5 

BLASTX 

g3660469 

474 

l.Oe-47 

111 

82 

(AJ001808) succinyl-CoA-ligase beta subunit [Arabidopsis 
thaliana] >gi_4512693_gb_AAD2174 6 . 1_ (AC006569) 
succinyl-CoA ligase beta subunit [Arabidopsis thaliana] 

294636 

LIB3069-020-Q1-K1-H10 

BLASTX 

g4521190 

229 

7.0e-19 
145 
39 

(AB013448) 
(AB013449) 



Pib [Oryza sativa] >gi_4521192__dbj_BAA76282 . 1_ 
Pib [Oryza sativa] 



294637 

LIB3069-020-Q1-K1-H11 

BLASTX 

gll8104 

502 

5.0e-51 

118 

83 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 
>gi_68408_pir CSZM peptidylprolyl isomerase 



(ROTAMASE) 
(EC 5-2. 1.8) 



41172 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match, length 

% identity 

NCBI Description 



maize >gi__168461 {M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 

294638 

LIB3069-021-Q1-K1-A10 

BLASTX 

g2289003 

258 

l.Oe-22 

99 

57 

(AC002335) membrane transporter Dl isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294639 

LIB3069-021-Q1-K1-B11 

BLASTX 

g66009 

175 

l.Oe-12 

60 

62 

glyceraldehyde-3-phosphate dehydrogenase 
cytosolic - maize >gi_22238_emb_CAA30151_ 
(AA 1-337) [Zea mays] 

294640 

LIB3069-021-Q1-K1-B7 

BLASTX 

g3152606 

163 

8.0e-12 

66 

45 

{AC004482) 
thaliana] 



(EC 1.2.1 

(X07156) 



,12) C, 
GADPH 



putative ring zinc finger protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294641 

LIB3069-021-Q1-K1-E12 

BLASTX 

g2462753 

423 

l.Oe-41 
152 
56 

(AC002292) 
thaliana] 



putative polygalacturonase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294642 

LIB3069-021-Q1-K1-F10 

BLASTX 

g556409 

186 

7.0e-14 

60 

65 

(L34551) transcriptional activator protein [Oryza sativa] 



41173 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294643 

LIB3069-021-Q1-K1-F12 

BLASTX 

g484656 

231 

3.0e-19 

95 

54 

monodehydroascorbate reductase (NADH) (EC 1.6.5.4) - 
cucioinber >gi_452165_dbj_BAA05408_ {D26392) 
monodehydroascorbate reductase [Cucumis sativus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294644 

LIB3069-021-Q1-K1-F3 

BLASTN 

g309567 

36 

9.0e-ll 

76 

87 

Zea mays PL transcriptional activator .gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294645 

LIB3069-021-Q1-K1-H6 

BLASTX 

g3004950 

172 

l.Oe-18 

63 

87 

{AF037061) tonoplast intrinsic protein; 



ZmTIPl [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294646 

LIB3069-022-Q1-K1-A5 

BLASTX 

g2499932 

158 

2.0e-16 

78 

60 

ADENINE PHOSPHORIBOSYLTRANSFEEIASE 1 (APRT) >gi_726305 
(U22442) adenine phosphoribosyltransf erase form 1 [Triticum 
aestivum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294647 

LIB3069-022-Q1-K1-D4 

BLASTX 

g3264600 

516 

l.Oe-52 

101 

97 

(AF057522) hypoxically induced transcript 2 



[Zea mays] 



Seq. No. 
Seq. ID 



294648 

LIB3069-022-Q1-K1-E10 



41174 



Method BLASTX 

NCBI GI g2339978 

BLAST score 235 

E value 7.0e-20 

Match length 102 

% identity 47 

NCBI Description (Y11336) RGAl protein [Arabidopsis thaliana] 

Seq, No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
„ % identity 
NCBI Description 

Seq. No. 294650 

Seq. ID LIB3069-022-Q1-K1-E7 

Method BLASTX 

NCBI GI g3402756 

BLAST score 200 

E value 3.0e-16 

Match length 90 

% identity 49 . . 

NCBI Description {AL031187) receptor kinase - like protein [Arabidopsis 
thaliana] 

294651 

LIB3069-022-Q1-K1-G12 
BLASTX 
g3645899 
532 

2.0e-54 
112 
92 

(U68408) 5' end not determined experimentally [Zea mays] 

Seq. No, 294652 

Seq. ID LIB3069-022-Q1-K1-H11 

Method BLASTX 

NCBI GI gl076534 

BLAST score 203 

E value 4.0e-16 

Match length 62 

% identity 58 . r ^ as ^ 

NCBI Description monodehydroascorbate reductase (NADH) (EC 1.6.5.4} - garaen 

pea >gi 497120 (U06461) monodehydroascorbate reductase 

[Pisum sativum] 

Seq. No. 294653 

Seq. ID LIB3069-022-Q1-K1-H2 

Method BLASTX 

NCBI GI gl23620 

BLAST score 181 

E value 2.0e-13 



294649 

LIB3069-022-Q1-K1-E4 

BLASTX 

g3927830 

241 

2.0e-20 

122 

43 

(AC005727) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41175 



Match length 

% identity 

NCBI Description 



97 
43 

HEAT SHOCK COGNATE 70 KD PROTEIN 2 >gi__100224_pir S14 950 

heat shock cognate protein 70 - tomato 

>gi_19258_emb_CAA37971_ (X54030) heat shock protein cognate 
70 [Lycopersicon esculentum] 



Seq. No. 


294654 


beq. ID 


T TO'3n£;Q m "3 r^i V1 7\1 T 
LlboUoy-Uzo— yi-]\i-i\li 


Method 


BLASTX 


NCBI GI 


g4584347 


BLAST score 


o o o 

222 


E value 


2 . Oe-18 


Match length 


88 


% identity 


57 


NCBI Description 


{AC007127) unknown protein [Arabidopsis thaliana] 


Seq. No. 


294655 


Seq. ID 


LIB3069-023-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g3451071 


BLAST score 


369 


E value 


2.0e-35 


Match length 


124 


% identity. 


65 


NCBI Description 


{7VL031326) beta adaptin - like protein [Arabidopsis 




thaliana] 


Seq. No. 


294656 


Seq. ID 


LIB3069-023-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


gl402918 


BLAST score 


230 


E value 


l.Oe-20 


Match length 


114 


% identity 


54 


NCBI Description 


(X98320) peroxidase [Arabidopsis thaliana] 




>gi_1429215_einb_CAA67310_ (X98774) peroxidase ATP6a 




[Arabidopsis thaliana] 


Seq. No. 


294657 


Seq. ID 


LIB3069-023-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


gll3456 


BLAST score 


292 


E value 


2.0e-26 


Match length 


79 


% identity 


75 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 
>gi_22162_einb_CAA40781_ (X57556) adenine nucleotide 
translocator [Zea mays] 

294658 

LIB3069-023-Q1-K1-H9 

BLASTN 

g2641618 



41176 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



102 

4.0e-50 

172 

91 

Zea mays ubiquit in-conjugating enzyme protein E2 (ubc7) 
mRNA, complete cds 

294659 

LIB3069-024-Q1-K1-B12 

BLASTX 

g585202 

152 

7.0e-10 

127 
39 

GLUTAMINE SYNTHETASE ROOT ISOZYME 2 (GLUTAMATE —AMMONIA 

LIGASE) >gi_481807_pir S39478 glutamate — ammonia ligase 

(EC 6.3.1.2) 1-2, cytosolic - maize 

>gi_434 326_emb_CAA46720_ (X65927) glutamine synthetase [Zea 
mays] 

294660 

LIB3069-024-Q1-K1-F2 

BLASTX 

g2764802 

301 

3.0e-33 

114 

70 

{X77795) ras-like gene [Zea mays] 
294661 

LIB3069-024-Q1-K1-F3 

BLASTX 

g2764802 

164 

8.0e-12 

67 

54 

(X77795) ras-like gene [Zea mays] 
294662 

LIB3069-024-Q1-K1-G6 

BLASTX 

g547712 

240 

l.Oe-31 

107 

71 

EUKARYOTIC INITIATION FACTOR 4A {EIF-4A) 

>gi_542153__pir S38358 translation initiation factor eIF-4A 

- rice >gi_303844_dbj_BAA02152_ (D12627) eukaryotic 
initiation factor 4A [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



294663 

LIB3069-024-Q1-K1-H1 
BLASTX 



41177 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl717957 
140 

8.0e-09 

75 

48 

UBIQUINOL-CYTOCHROME C REDUCTASE IRON-SULFUR SUBUNIT 
PRECURSOR (RIESKE IRON-SULFUR PROTEIN) (RISP) 

>gi_100923_pir ^A41607 ubiquinol — cytochrome-c reductase 

(EC 1.10.2.2) iron-sulfur protein precursor - maize 
>gi_168607 (M77224) Rieske Fe-S protein [Zea mays] 

294664 

LIB3069-025-Q1-K1-D2 

BLASTN 

g886739 

123 

8.0e-63 

222 
91 

Z.mays histone H4 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294665 

LIB3069-025-Q1-K1-E5 

BLASTX 

gl34589 

189 

3.0e-14 

148 

32 

TRANSCRIPTION REGULATORY PROTEIN SNF2 (SWI/SNF COMPLEX 
COMPONENT SNF2) (REGULATORY PROTEIN SWI2) (REGULATORY 
PROTEIN GAMl) (TRANSCRIPTION FACTOR TYE3) 

>gi__101629_pir S15Q47 SNF2 protein - yeast (Saccharomyces 

cerevisiae) >gi__450Q__emb_CAA40969_ (X57837) GAM1/SNF2 
protein [Saccharomyces cerevisiae] >gi_172632 (M61703) 
SNF2protein [Saccharomyces cerevisiae] 
>gi_806532_dbj_BAA14423_ (D90459) RICl [Saccharomyces 
cerevisiae] >gi_1279713__emb__CAA617 93_ (X89633) regulatory 
protein gaml [Saccharomyces cerevisiae] 
>gi_1420644_emb_CAA99517_ (Z75198) ORF YOR290c 
[Saccharomyces cerevisiae] 

294666 

LIB3069-025-Q1-K1-E6 

BLASTX 

gl076763 

350 

4.0e-33 

142 

57 

AWJL218 protein - wheat >gi_551212_emb_CAA57134_ {X81369) 
AWJL218 [Triticum aestivum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



294667 

LIB3069-025-Q1-K1-F9 

BLASTN 

gll85553 



41178 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



51 

7.0e-20 

75 

46 

Zea mays glyceraldehyde-3-phosphate dehydrogenase (gpc21 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294668 

LIB3069-025-Q1-K1-H4 

BLASTX 

g3024886 

162 

4.0e-ll 

108 

39 

HYPOTHETICAL PROTEIN KIAA0310 >gi_2224561_dbj_BAA207 69_ 
(AB002308) KIAA0310 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294669 

LIB3069-025-Q1-K1-H8 

BLASTX 

g4335754 

183 

2.0e-13 

118 

37 

(AC006284) putative acid phophatase (contains 
metallo-phosphoesterase motif, prosite: QDOC50185) 
[Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294670 

LIB3069-026-Q1-K1-A9 

BLASTX 

g464707 

177 

7.0e-13 

32 
100 

40S RIBOSOMAL PROTEIN S18 >gi_480908__pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (223165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 90 6_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538 910_emb_CAB39647,l__ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



294671 

LIB3069-026-Q1-K1-B8 
BLASTX 



41179 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g402753 
160 

7.0e-ll 

120 

39 

(X71439) 



translation elongation factor EF-G [Glycine max] 



294672 

LIB3069-026-Q1-K1-C5 

BLASTX 

g2117937 

145 

5.0e-09 

113 

41 

OTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) - 
barley >gi_1212996_erab_CAA6268 9_ (X91347) UDP-glucose 
pyrophosphorylase [Hordeum vulgare] 

294673 

LIB3069-026-Q1-K1-C7 

BLASTX 

g3024127 

171 

5.0e-12 

101 

42 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 
>gi_1655578_emb_CAA95857_ (Z71272) S-adenosyl-L-methionine 
synthetase 2 [Catharanthus roseus] 



Seq. No. 


294674 


Seq. ID 


LIB3069-026-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g4104060 


BLAST score 


157 


E value 


2.0e-10 


Match length 


116 


% identity 


37 


NCBI Description 


(AF031231) S222 [Triticum , 


Seq. No. 


294675 


Seq. ID 


LIB3069-026-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


gll73187 


BLAST score 


167 


E value 


l.Oe-11 


Match length 


111 


% identity 


41 


NCBI Description 


40S RIBOSOMAL PROTEIN S23 



Seq. No. 
Seq- ID 



(S12) >gi_1362041__pir S56673 

ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 

294676 

LIB3069-027-Q1-K1-D9 



41180 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g602605 

58 

6.0e-24 

58 

50 

Zea mays tandem genes for alphal-tubulin and alpha2-tubulin 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294677 

LIB3069-027-Q1-K1-G10 

BLASTX 

gl346281 

267 

l.Oe-23 

97 

54 

CHITOOLIGOSACCHARIDOLYTIC BETA-N-ACETYLGLUCOSAMINIDASE 
PRECURSOR (BETA-GLCNACASE) (BETA-HEXOSAMINIDASE) 

{ BETA-N-ACET YLHEXOSAMINI DASE ) >gi__l 078 98 8_pir JC2 539 

beta-N-acetylglucosaminidase {EC 3.2.1.-) - silkworm 
>gi_998377_bbs_l 65703 (S77548) chitooligosaccharidolytic 
beta-N-acetylglucosaminidase, beta-GlcNAcase=beta 1 enzyme 
[Bombyx mori=silkworms, larvae, Kinshu X Shouwa, Peptide, 

596 aa] [Bombyx mori] >gi_1094927_prf 2107188A 

chitooligosaccharidolytic beta-N-acetylglucosaminidase 
[Bombyx mori] 



Seq. No. 


294678 




Seq. ID 


LIB3069-028-Q1-K1-B10 




Method 


BLASTX 




NCBI GI 


g3068809 




BLAST score 


154 




E value 


2.0e-10 




Match length 


60 




% identity 


55 




NCBI Description 


(AF059295) Skpl homolog 


[Arabidopsis 


Seq. No. 


294679 




Seq. ID 


LIB3069-028-Q1-K1-C10 




Method 


BLASTX 




NCBI GI 


gll61254 




BLAST score 


198 




E value 


2.0e-15 




Match length 


90 




% identity 


48 




NCBI Description 


{L38855) protein kinase 


[Glycine max] 


Seq. No. 


294680 




Seq. ID 


LIB3069-028-Q1-K1-G10 




Method 


BLASTX 




NCBI GI 


g4191796 




BLAST score 


147 




E value 


2.0e-09 




Match length 


75 




% identity 


41 




NCBI Description 


{AC005917) putative senescence-associ 




[Arabidopsis thaliana] 





41181 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294681 . 

LIB3069-028-Q1-K1-G4 

BLASTX 

g3386600 

462 

3.0e-46 

111 

74 

{AC004 665) putative glycoprotein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294682 

LIB3069-029-Q1-K1-A12 

BLASTX 

g2146745 

397 

l.Oe-38 

117 

65 

protein kinase (EC 2.7.1. 
>gi_642132_dbj_BAA08215_ 
[Arabidopsis thaliana] 



-) - Arabidopsis thaliana 
(D45354) protein kinase 



O ^ , ViKJ m 


^ ^ *i ^ 


Seq. ID 


LIB3069-029-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g3337361 


BLAST score 


428 


E value 


3.0e-42 


Match length 


117 


% identity 


64 


NCBI Description 


{AC004481) ankyrin-like protein [Arabidopsis 


Seq. No. 


294684 


Seq. ID 


LIB3069-029-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


gl321661 


BLAST score 


188 


E value 


l.Oe-14 


Match length 


45 


% identity 


82 


NCBI Description 


{D45423) ascorbate peroxidase [Oryza sativa] 


Seq, No. 


294685 


Seq. ID 


LIB3069-029-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g2565275 


BLAST score 


188 


E value 


4.0e-14 


Match length 


39 


% identity 


82 


NCBI Description 


(AF023611) Dimlp homolog [Homo sapiens] 


Seq. No. 


294686 


Seq. ID 


LIB3069-029-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


g4206306 



41182 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



645 

l.Oe-67 

126 

95 

(AF049110) 



prpol [2ea mays] 



294687 

LIB3069-029-Q1-K1-F8 

BLASTX 

g2506139 

397 

8,0e-39 

84 

85 

COATOMER DELTA SUBUNIT (DELTA-COAT PROTEIN) (DELTA-COP) 
(ARCHAIN) >gi_131404 9_emb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 

294688 

LIB3069-029-Q1-K1-G6 

BLASTX 

g4567247 

151 

2.0e-10 

53 

57 

(AC007070) unknown protein [Arabidopsis thaliana] 
294689 

LIB3069-029-Q1-K1-G7 

BLASTX 

g4505823 

300 

2.0e-27 

92 

58 

pirin >gi_1907076_emb_CAA69194_ (¥07867) pirin [Homo 
sapiens] >gi_1907078_einb_CAA69195_ (Y07868) pirin [Homo 
sapiens] 

294690 

LIB3069-030-Q1-K1-A1 

BLASTX 

g4581164 

142 

6,0e-09 

72 

43 

(AC006220) putative polyprotein [Arabidopsis thaliana] 
294691 

LIB3069-030-Q1-K1-A6 

BLASTX 

g2494320 

216 

l,0e-17 

89 



41183 



% identity 

NCBI Description 



56 

EUKARYOTIC TRANSLATION INITIATION FACTOR 5 (EIF-5) 
>gi_1806575_einb_CAA67868_ (X99517) Eukaryotic initiation 
factor-5 [Zea mays] 



Seq. No. 


294692 


Seq. ID 


LIB3069-030-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g3935167 


BLAST score 


154 


E value 


3.0e-10 


Match length 


92 


% identity 


40 


NCBI Description 


{AC004557) F17L21.10 [Arabidopsis 


Seq. No. 


294693 


Seq. ID 


LIB3069-030-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g4262174 


BLAST score 


469 


E value 


4.0e-47 


Match length 


129 


% identity 


63 


NCBI Description 


(AC005508) 9058 [Arabidopsis thai. 


Seq. No. 


294694 


Seq. ID 


LIB3069-030-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g531829 


BLAST score 


185 


E value 


8.0e-14 


Match length 


79 


% identity 


51 


NCBI Description 


{U12390) beta-galactosidase alpha 




pSportl] 


Seq. No. 


294695 


Seq. ID 


LIB3069-030-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g3176689 


BLAST score 


169 


E value 


5,0e-12 


Match length 


96 



% identity 

NCBI Description 



39 

(AC003671) Contains similarity to ubiquitin 
carboxyl-terminal hydrolase 14 gb_Z35927 from S, 
cerevisiae. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294696 

LIB3069-031-Q1-K1-A8 

BLASTX 

g2462640 

153 

l.Oe-12 

71 

56 

(Y13370) reverse transcriptase [Oryza sativa] 



41184 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294697 

LIB3069-031-Q1-K1-F8 

BLASTX 

g663070 

249 

2.0e-21 

78 

65 

(X77806) histone H4 [Pyrenomonas salina] 
294698 

LIB3069-032-Q1-K1-B5 

BLASTX 

g4102600 

156 

l.Oe-10 

61 

56 

(AF0134 67) ARF6 [Arabidopsis thaliana] 
294699 

LIB3069-032-Q1-K1-B8 

BLASTX 

g2642159 

556 

3.0e-57 

124 

85 

{AC003000) putative mannose-l-phosphate guanyltransf erase 
[Arabidopsis thaliana] >gi_3598958 (AF076484) GDP-mannose 
pyrophosphorylase [Arabidopsis thaliana] >gi_4151925 
(AF108660) CYTl protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



294700 

LIB3069-032-Q1-K1-C11 

BLASTX 

g4585884 

150 

l.Oe-09 

94 

35 

(AC005850) Hypothetical protein [Arabidopsis thaliana] 
294701 

LIB3069-032-Q1-K1-C12 

BLASTN 

gl905943 

48 

4.0e-18 

104 

87 

Sorghum bicolor MADS box transcription factor SbMADSl mRNA, 
complete cds 

294702 

LIB3069-032-Q1-K1-C2 



41185 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4033467 

289 

3.0e-26 

86 
59 

ARGININE/SERINE-RICH SPLICING FACTOR RSP31 
>gi_1707366_emb_CAA67798_ (X99435) splicing factor 
[Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294703 

LIB3069-032-Q1-K1-D7 

BLASTX 

g4314359 

469 

4.0e-47 

142 

58 

{AC006340) hypothetical protein [Arabidopsis thaliana] 
294704 

LIB3069-032-Q1-K1-E11 

BLASTX 

g3641836 

220 

7.0e-18 

123 
41 

(AL023094) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

294705 

LIB3069-032-Q1-K1-E2 

BLASTX 

g3024018 

207 

4.0e-30 

113 

67 

INITIATION FACTOR 5A (EIF-SA) (EIF-4D) 

>gi_1546919_einb_CAA69225_ (Y07 920) translation initiation 
factor 5A [Zea mays] >gi_2668738 (AF034943) translation 
initiation factor 5A [Zea mays] 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294706 

LIB3069-032-Q1-K1-E8 

BLASTX 

g2909846 

171 

2.0e-12 

71 

56 

(AF045570) (S) -adenosyl-L-methionine : delta 24-sterol 
me thyltransf erase [Zea mays] 



Seq. No, 
Seq. ID 



294707 

LIB3069-032-Q1-K1-F5 



41186 



Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl22103 

188 

2,0e-14 

75 

51 

HISTONE H4 >gi_70776_pir HSZP4 histone H4 - fission yeast 

{Schizosaccharomyces pombe) >gi_4 964_ernb_CAA28853_ (X05223) 
histone H4 . 2 (AA 1-103) [Schizosaccharomyces pombe] 
>gi__4967_emb_CAA28855_ (X05224) histone H4.3 (AA 1 - 103) 
[Schizosaccharomyces pombe] >gi__4 969_emb_CAA28850_ (X05222) 
Histone H4 . 1 [Schizosaccharomyces pombe] 
>gi_225754 9_dbj__BAA21442_ (AB004538) histone H4 
[ Schi zosaccharomyce s pombe ] >gi__2 9504 9 0_emb_CAAl 7 8 1 8_ 
{AL022072) histone h4 [Schizosaccharomyces pombe] 

>gi__224836_prf 1202262E histone H4.1 [Schizosaccharomyces 

pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294708 

LIB3069-032-Q1-K1-G5 

BLASTX 

g4454477 

153 

3,0e-10 

80 

41 

{AC006234) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294709 

LIB3069-032-Q1-K1-G8 

BLASTN 

gl944204 

44 

l.Oe-15 

56 
95 

Oryza sativa mRNA for RicMT, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294710 

LIB3069-032-Q1-K1-H9 

BLASTX 

g3386600 

167 

5.0e-12 

36 

92 

(AC004665) putative glycoprotein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294711 

LIB3069-a33-Ql-Kl-A5 

BLASTX 

g3122638 

549 

2.0e-56 

135 

78 

PP1/PP2A PHOSPHATASES PLEIOTROPIC REGULATOR PRLl 



41187 



>gi_1076381_pir S49820 PRLl protein - Arabidopsls thaliana 

>gi_577733_emb_CAA58031_ (X82824) PRLl [Arabidopsis 
thaliana] >gi_577735_emb_CAA58032_ (X82825) PRLl 
[Arabidopsis thaliana] >gi__2244947_emb_CAB10369. 1_ (Z97339) 
PRLl protein - Arabidopsis thaliana 



Seq, No. 


294712 


Seq. ID 


LIB3069-033-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g3510262 


BLAST score 


241 


E value 


3.0e-20 


Match length 


53 


% identity 


92 


NCBI Description 


(AC005310) NAM like protein [Arabidopsis thaliana] 


Seq. No. 


294713 


Seq. ID 


LIB3069-033-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g464900 


BLAST score 


465 


E value 


l.Oe-46 


Match length 


149 


% identity 


64 


NCBI Description 


PUTATIVE KINASE-LIKE PROTEIN TMKLl PRECURSOR 



>gi_539008_pir S39476 kinase-like transmembrane protein 

TMKLl precursor - Arabidopsis thaliana 
>gi_313190_emb_CAA51385_ (X72863) TMKLl [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294714 

LIB3069-033-Q1-K1-D9 

BLASTX 

g2773154 

243 

l.Oe-20 

84 

56 

(AF039573) abscisic acid- 
[Oryza sativa] 



and stress-inducible protein 



Seq. No. 
Seq. ID 



294715 

LIB3069-033-Q1-K1-E5 

BLASTX 

gll8104 

715 

6,0e-76 

136 

98 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_82914 8_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 

294716 

LIB3069-033-Q1-K1-G3 



41188 



Method 


BLASTX 


NCBI GI 


g3309243 




613 


E value 


6.0e-64 


Match length 


132 


% identity 


84 


NCBI Description 


{AF073507) aconitase-iron regulated protein 1 [Citrus 




limon] 


Seq. No. 


294717 


Seq. ID 


LIB3069-033-Q1-K1-G5 


Method 


BLASTX 


IN \^ O X \J J. 


a2735017 


BLAST score 


404 


E value 


7.0e-40 


Match length 


81 


% identity 


96 


NCBI Description 


(U82481) KI domain interacting kinase 1 [Zea mays] 


Seq. No. 


294718 


Seq, ID 


LIB3069-033-Q1-K1-G9 


Method 


BLASTN . 




fi^ft?i 7Rn 


BLAST score 


36 


E value 


l.Oe-10 


Match length 


48 


% identity 


67 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


294719 


Seq. ID 


LIB3069-034-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g585203 


BLAST score 


220 


E value 


3.0e-18 


Match length 


74 


% identity 


62 


NCBI Description 


GLUTAMINE SYNTHETASE ROOT ISOZYME 3 (GLUTAMATE — AMMONIA 



LIGASE) (GS112) >gi_481808_pir S39479 glut amate —ammonia 

ligase (EC 6.3.1.2) 1-3, cytosolic - maize 

>gi__434328_emb_CAA46721_ {X65928) glutamine synthetase [Zea 
mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294720 

LIB3069-034-Q1-K1-C4 

BLASTN 

g609287 

100 

5.0e-49 

124 

95 

Z-diploperennis Grandel gene 



Seq. No 
Seq. ID 
Method 
NCBI GI 



294721 

LIB3069-Q34-Q1-K1-C8 

BLASTX 

g417745 



41189 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



540 

2.0e-55 

111 
95 

ADENOSYLHOMOCYSTEINASE ( S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi_170773 (L11872) 
S-adenosyl-L-homocysteine hydrolase [Triticum aestivum] 



Seq. No. 


294722 


Seq. ID 


LIB3069-035-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2980891 


BLAST score 


168 


E value 


6.0e-12 


Match length 


44 


% identity 


73 


NCBI Description 


(D87064) histone HI [Triticiom aestivum] 


Seq. No. 


294723 


Seq. ID 


LIB3069-035-Q1-K1-A5 


Method 


BLASTN 


NCBI GI 


g444046 


BLAST score 


93 


E value 


7.0e-45 


LiCLL-C^i-i J- ^11^ I— 11 


197 


% identity 


87 


NCBI Description 


Z.mays OBFl itiRNA for ocs-element binding : 


Seq. No. 


294724 


Seq. ID 


LIB3069-035-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g531829 


BLAST score 


147 


E value 


l.Oe-09 




78 


% identity 


42 


NCBI Description 


{U12390) beta-gaiactosidase alpha peptide 




pSportl] 


Seq. No. 


294725 


Seq. ID 


LIB3069-035-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g2739000 


BLAST score 


323 


E value 


4.0e-30 


Match length 


99 


% identity 


58 


NCBI Description 


(AF022459) CYP71D10p [Glycine max] 


Seq. No. 


294726 


Seq. ID 


LIB3069-035-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g4220480 


BLAST score 


151 


E value 


5.0e-10 


Match length 


98 


% identity 


40 



41190 



NCBI Description 



(AC006069) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294727 

LIB3069-035-Q1-K1-C8 

BLASTN 

g3982617 

80 

4.0e-37 

92 

97 

Zea mays disease resistance gene analog PIC13 (picl3) gene, 
partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294728 

LIB3069-035-Q1-K1-C9 

BLASTX 

gll72635 

175 

9.0e-13 

46 

83 

26S PROTEASE REGULATORY SUBUNIT 4 HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 2) >gi_556558_dbj_BAA04 615_ (D17789) rice 
homologue of Tat binding protein [Oryza sativa] 



Seq. No. 


294729 


Seq. ID 


LIB3069-035-Q1-K1-E2 


Method 


BLASTN 


NCBI GI 


g22322 


BLAST score 


218 


E value 


l.Oe-119 


Match length 


286 


% identity 


94 


NCBI Description 


Z.mays mRNA for H2B histone 


Seq. No. 


294730 


Seq. ID 


LIB3069-035-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g2511541 


BLAST score 


525 


E value 


l.Oe-53 


Match length 


114 


% identity 


86 


NCBI Description 


{AF020787) DNA-binding prot 


Seq. No. 


294731 


Seq. ID 


LIB3069-035-Q1-K1-F12 


Method 


BLASTN 


NCBI GI 


g902057 


BLAST score 


42 


E value 


2.0e-14 


Match length 


54 


% identity 


94 


NCBI Description 


Oryza sativa lipid transfer 




partial cds 


Seq. No, 


294732 



[Oryza sativa] 



mRNA, 



41191 





Seq. ID 


LIB3069-035-Q1-K1-F8 




Method 


BLASTX 




NCBI GI 


g2493852 




BLAST score 


237 




E value 


7.0e-20 




Match length 


46 




% identity 


93 




NCBI Description 


CYTOCHROME C OXIDASE POLYPEPTIDE VC 






>gi_1070356_einb_CAA92107_ (Z68091) cytochrome c o> 






subunit [Hordeum vulgare] 




Seq. No. 


294733 




Seq. ID 


LIB3069-035-Q1-K1-G5 




Method 


BLASTX 




NCBI GI 


gl522681 




BLAST score 


214 




E value 


2.0e-17 




Match length 


83 




% identity 


45 




NCBI Description 


{U49240) symplekin [Homo sapiens] >gi_2143262__emb_ 


iffl 




(Y10931) symplekin [Homo sapiens] 


"J 


Seq. No. 


294734 




Seq. ID 


LIB3069-036-Q1-K1-B8 




Method 


BLASTX 




NCBI GI 


g3522937 




BLAST score 


177 




E value 


8.0e-13 




Match length 


66 




% identity 


50 




NCBI Description 


(AC004411) unknown protein [Arabidopsis thaliana] 




Seq. No- 


294735 




Seq. ID 


LIB3069-036-Q1-K1-D10 




Method 


BLASTN 




NCBI GI 


gl045315 




BLAST score 


56 




E value 


9.0e-23 




Match length 


112 




% identity 


88 




NCBI Description 


Arabidopsis thaliana biotin synthase (bioB) gene. 






cds 




Seq. No. 


294736 




Seq. ID 


LIB3069-036-Q1-K1-E9 




Method 


BLASTX 




NCBI GI 


g2736147 




BLAST score 


306 




E value 


4.0e-28 




Match length 


91 



Vc 



complete 



% identity 

NCBI Description 



62 

{AF0218G4) fatty acid hydroxylase Fahlp [Arabidopsis 
thaliana] >gi_3132481 {AC003Q96) fatty acid hydroxylase, 
FAHl [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



294737 

LIB3069-036-Q1-K1-F4 



41192 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3176711 

207 

2.0e-16 

131 

40 

{AC002392) bZIP-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294738 

LIB3069-036-Q1-K1-G9 

BLASTX 

g3912917 

228 

5.0e-19 

102 

45 

(AF001308) putative NAK-like ser/thr protein kinase 
[Arabidopsis thaliana] 



Seq. No. 


294739 


Seq. ID 


LIB3069-037-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


gl899060 


BLAST score 


408 


ill V d. -L. U.I3 


7 . Oe-40 


Match length 


96 


% identity 


84 


NCBI Description 


(U79669) endosperm C-24 sterol methylt 


Seq. No. 


294740 


Seq. ID 


LIB3069-037-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g3522939 


BLAST score 


142 


E value 


2.0e-09 


Match length 


35 


% identity 


71 


NCBI Description 


(AC004411) putative squamosa-promoter 




[Arabidopsis thaliana] 


Seq. No. 


294741 


Seq. ID 


LIB3069-037-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g2984709 


BLAST score 


426 


E value 


2.0e-42 


Match length 


92 


% identity 


98 


NCBI Description 


(AF053468) DnaJ-related protein ZMDJl 


Seq. No. 


294742 


Seq. ID 


LIB3069-037-Q1-K1-F11 


Method 


BLASTN 


NCBI GI 


g4454798 


BLAST score 


56 


E value 


l.Oe-22 


Match length 


108 



41193 



% identity 88 

NCBI Description Zea mays translation initiation factor 4A2 (tif4A2) mRNA, 
partial cds 



Seq. No. 


294743 


Seq. ID 


LIB3069-037-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g2852684 


BLAST score 


206 


E value 


3.0e-16 


Match length 


125 


% identity 


38 


NCBI Description 


{AF017751) resistance protein candidate [Lactuca sativa 


Seq. No. 


294744 


Seq. ID 


LIB3069-037-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


gll43864 


BLAST score 


147 


E value 


l.Oe-09 


Match length 


86 


% identity 


42 


NCBI Description 


(U28047) beta glucosidase [Oryza sativa] 


Seq. No. 


294745 


Seq. ID 


LIB3069-037-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g4469025 


BLAST score 


155 


E value 


l.Oe-10 


Match length 


50 


% identity 


52 


NCBI Description 


(AL035602) putative protein [Arabidopsis thaliana] 


Seq. No. 


294746 


Seq. ID 


LIB3069-038-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g2245057 


BLAST score 


207 


E value 


3.0e-16 


Match length 


139 


% identity 


35 


NCBI Description 


(Z97342) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


294747 


Seq. ID 


LIB3069-G38-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g2522210 


BLAST score 


189 


E value 


3.0e-14 


Match length 


61 


% identity 


51 


NCBI Description 


(AF023132) choline monooxygenase [Beta vulgaris] 


Seq. No. 


294748 


Seq, ID 


LIB3069-038-Q1-K1-G4 


Method 


BLASTX 



41194 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2129727 
143 

2.0e-09 

47 

62 

RNA-binding protein 37 - Arabidopsis thaliana >gi_1174153 
(U44134) RNA-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294749 

LIB3069-038-Q1-K1-G5 

BLASTN 

g22292 

42 

l,0e-14 

165 

82 

Z.mays mRNA for glycine-rich protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score * 

E value 

Match length 

% identity 

NCBI Description 



294750 

LIB3069-039-Q1-K1-B7 

BLASTN 

gl256711 

39 

7.0e-13 

63 

92 

Zea mays 0-methyltransf erase 



(OMT) gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294751 

LIB3069-039-Q1-K1-C1 

BLASTX 

g3641252 

256 

l.Oe-26 
131 
48 

(AF053127) 
domestical 



leucine-rich receptor-like protein kinase [Malus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294752 

LIB3069-039-Q1-K1-E7 

BLASTX 

g3789952 

212 

4.0e-17 
74 
58 

{AF094775) 
sativa] 



chlorophyll a/b-binding protein presursor [Oryza 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



294753 

LIB3069-039-Q1-K1-F12 

BLASTX 

g3024552 

412 

2.0e-40 
81 



41195 



% identity 98 

NCBI Description RAS-RELATED PROTEIN RGP2 (GTP-BINDING REGULATORY PROTEIN 

RGP2) >gi_419797_pir S30273 GTP-binding protein rgp2 - 

rice >gi_218204_dbj_BAA02437_ (D13152) GTP binding protein 

[Oryza sativa] >gi_446772_prf 1912297A rgp2 gene [Oryza 

sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



294754 

LIB3069-039-Q1-K1-G5 

BLASTN 

g3821780 

36 

9.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
294755 

LIB3069-040-Q1-K1-A12 

BLASTX 

g2833378 

221 

4.0e-18 

110 

44 

HEXOKINASE >gi_619928 (U18754) hexokinase [Arabidopsis 

thaliana] >gi_1582383_prf 2118367A hexokinase [Arabidopsis 

thaliana] 

294756 

LIB3069-G40-Q1-K1-A3 

BLASTX 

g4584528 

281 

4.0e-25 

116 

57 

{AL04 9607) putative protein [Arabidopsis thaliana] 
294757 

LIB3069-040-Q1-K1-A5 

BLASTX 

g282995 

243 

l.Oe-20 

109 

55 

seed protein B32E - barley (fragment) 

>gi_1345530_emb_CAA45538_ (X64254) B32E [Hordeum vulgare] 
294758 

LIB3069-040-Q1-K1-D12 

BLASTX 

g4455338 

313 

6.0e-29 
83 



41196 



% identity 

NCBI Description 



70 

(AL035525) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294759 

LIB3069-040-Q1-K1-E7 

BLASTX 

g951166 

341 

2.0e-32 

89 

75 

(031451) invertase [Zea mays] 
294760 

LIB3069-040-Q1-K1-F3 

BLASTX 

g3157951 

266 

3.0e-23 

64 

77 

{AC002131) Contains similarity to vesicle trafficking 
protein gb_U9153^8 from Mus musculus. ESTs gb_F15494 and 
gb_F14097 come from this gene. [Arabidopsis thaliana] 



Seq. No. 


294761 


Seq. ID 


LIB3069-040-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g3821793 


BLAST score 


367 


E value 


2.0e-35 


Match length 


94 


% identity 


79 


NCBI Description 


{Y11526) casein kinase II 


Seq. No. 


294762 


Seq. ID 


LIB3069-041-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


gll8104 


BLAST score 


189 


E value 


9.0e-15 


Match length 


59 


% identity 


69 


NCBI Description 


PEPTIDYL-PROLYL CIS-TRANS 



Seq, No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5,2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638__ (X68678) cyclophilin [Zea mays] 

294763 

LIB3069-041-Q1-K1-C11 

BLASTX 

g2244902 

195 

5.0e-15 

80 

49 



41197 



NCBI Description 


(Z97339) allene oxide synthase [Arabidopsis thaliana] 


Seq. No. 


294764 


Seq. ID 


LIB3069-041-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g3087737 


BLAST score 


258 


E value 


2.0e-35 


Match length 


136 


% identity 


55 


NCBI Description 


{AJ001158) ABCl protein [Arabidopsis thaliana] 


Seq. No. 


294765 


Seq. ID 


LIB3069-041-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


gl408473 


BLAST score 


208 


E value 


7.0e-17 


Match length 


55 


% identity 


76 


NCBI Description 


(U48939) actin depolymerizing factor 2 [Arabidopsis 




thaliana] 


Seq. No, 


294766 


Seq. ID 


LIB3069-041-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


gll67953 


BLAST score 


164 


E value 


2.0e-ll 


Match length 


97 



% identity 

NCBI Description 



42 

(U43496) putative 
[Hordeum vulgare] 
[Horde urn vulgare] 



32.6 IcDa jasmonate-induced protein 
>gi__2465426 (AF021256) 32 kDa protein 



Seq. No. 


294767 


Seq. ID 


LIB3069-041-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g3643607 


BLAST score 


245 


E value 


4.0e-21 


Match length 


89 


% identity 


53 


NCBI Description 


(AC005395) un]cnown protein 


Seq. No. 


294768 


Seq. ID 


LIB3069-041-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g595768 


BLAST score 


152 


E value 


5.0e-10 


Match length 


44 


% identity 


68 


NCBI Description 


{U13866) non- functional lac 


Seq. No. 


294769 


Seq. ID 


LIB3069-042-Q1-K1-F12 



[Arabidopsis thaliana] 



[Cloning vector] 



41198 



Method 


IIP 

BLASTX 


NCBI GI 


g3142303 


BLAST score 


468 


E value 


5.0e-47 


Match length 


106 


% identity 


86 


NCBI Description 


{AC002411 



Strong similarity to MRP-like ABC transporter 
gb_U92650 from A. thaliana and canalicular multi-drug 
resistance protein gb_L49379 from Rattus norvegicus. 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294770 

LIB3069-042-Q1-K1-F6 

BLASTX 

g3135274 

451 

5.0e-45 

125 

67 

(AC003058) putative beta-1, 3-endoglucanase [Arabidopsis 
thaliana] 



Seq. No. 


294771 


Sea ID 


LIB3069-042-O1-K1-H12 


Method 


BLASTX 


NCBI GI 


g3170601 


BLAST score 


495 


E value 


4.0e-50 


Match length 


117 


% identity 


81 


NCBI Description 


{AF058757) zinc finger protein 


Seq. No. 


294772 


Seq. ID 


LIB3069-042-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


gl200205 


BLAST score 


148 


E value 


l.Oe-09 


Match length 


77 


.% identity 


40 


NCBI Description 


(X95753) DAG [Antirrhinum majus 


Seq. No. 


294773 


Seq. ID 


LIB3069-042-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g663276 


BLAST score 


269 


E value 


l.Oe-23 


Match length 


52 


% identity 


100 


NCBI Description 


(X80375) maize gammal tubulin [ 


Seq. No. 


294774 


Seq. ID 


LIB3069-043-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g3687240 


BLAST score 


164 



[Zea mays] 



41199 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-ll 

61 
51 

{AC005169) extensin-like protein [Arabidopsis thaliana] 
294775 

LIB3069-043-Q1-K1-G10 

BLASTX 

gl431629 

163 

2.0e-ll 

86 

43 

{X99348) pectinacetyiesterase precursor [Vigna radiata] 
294776 

LIB3069-043-Q1-K1-G5 

BLASTX 

g4586029 

400 

5.0e-39 

103 

76 

(AC007109) putative protein kinase [Arabidopsis thaliana] 
294777 

LIB3069-044-Q1-K1-A5 

BLASTN 

g558364 

33 

5.0e-09 

45 

93 

Z.mays mRNA for ADP-glucose pyrophosphorylase 
294778 

LIB3069-044-Q1-K1-B9 

BLASTX 

g4103342 

439 

2.0e-43 

108 

79 

{AF022377) agamous-like putative transcription factor 
[Cucumis sativus] 

294779 

LIB3069-044-Q1-K1-D6 

BLASTX 

gl431870 

319 

2.0e-29 

144 

46 

(U43904) ent-kaurene synthase B [Cucurbita maxima] 



Seq. No. 



294780 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3069-044-Q1-K1-E6 

BLASTX 

g4538967 

345 

2.0e-32 

116 

61 

(AL049488) major intrinsic protein (MIP) -like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294781 

LIB3069-044-Q1-K1-F6 

BLASTX 

g4191789 

183 

2.0e-13 
41 

85 

{AC005917) putative transmembrane transport protein 
[Arabidopsis thaliana] 

294782 

LIB3069-044-Q1-K1-H9 

BLASTX 

g4204695 

462 

3.0e-46 

123 

71 

(AF117062) putative inositol polyphosphate 5-phosphatase 
AtSPl [Arabidopsis thaliana] 

294783 

LIB3069-045-Q1-K1-A1 

BLASTX 

gl23183 

383 

5,0e-37 

133 
85 

HOMEOTIC PROTEIN KNOTTED-1 >gi_100888_pir S14283 homeotic 

protein Kn-1 - maize >gi_22351_emb_CAA43605_ (X61308) Knl 

[Zea mays] >gi_227607_prf 1707304A Knotted-1 gene [Zea 

mays] 

294784 

LIB3069-045-Q1-K1-A6 

BLASTX 

gll5815 

360 

l.Oe-34 

80 
85 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-M9) (LHCP) >gi__100866_pir S13098 chlorophyll 

a/b-binding protein precursor - maize 
>gi_22355__emb_CAA39376_ {X55892) light-harvesting 



41201 



chlorophyll a/b binding protein [Zea mays] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294785 

LIB3069-045-Q1-K1-C1 

BLASTX 

g3047109 

289 

6.0e-26 

107 

58 

(AF058919) No definition line found [Arabidopsis thaliana] 
294786 

LIB3069-045-Q1-K1-E12 

BLASTX 

gl931642 

143 

8.0e-09 

68 

50 

(U95973) Ser/Thr protein kinase isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294787 

LIB3069-045-Q1-K1-E4 

BLASTX 

g2500380 

236 

6.0e-20 

64 

70 

60S RIBOSOMAL PROTEIN L44 >gi_2119128_pir JC4923 ribosomal 

protein RL44 - upland cotton >gi_1553129 (U64 677) ribosomal 
protein L44 isoform a [Gossypium hirsutum] >gi_1553131 
(U64678) ribosomal protein L44 isoform b [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294788 

LIB3069-045-Q1-K1-G8 

BLASTX 

g3668086 

316 

4.0e-29 

119 

53 

(AC004667) unknown protein [Arabidopsis thaliana] 
294789 

LIB3069-045-Q1-K1-H2 

BLASTX 

gll9958 

265 

4.0e-23 

114 

52 

FERREDOXIN III PRECURSOR (FD III) >gi_168473 (M73831) 
ferredoxin [Zea mays] >gi_1864001_dbj_BAA19251_ {AB001387) 



41202 



Fd III [Zea mays] >gi_444 686_prf 1907324C 

ferredoxin:ISOTYPE=III [Zea mays] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294790 

LIB3069-046-Q1-K1-F3 

BLASTX 

g4585993 

156 

2.0e-10 

35 
89 

(AC005287) 
thaliana] 



Similar to serine/threonine kinases [Arabidopsis 



294791 

LIB3069-046-Q1-K1-G12 

BLASTX 

g4337174 

158 

l.Oe-10 

45 

71 

(AC006416) Similar to gi_1573829 HI0816 aminopeptidase P 
homolog (pepP) from Haemophilus influenzae genome 
gb_U32764. [Arabidopsis thaliana] 

294792 

LIB3069-047-Q1-K1-A5 

BLASTX 

g4585935 

165 

l.Oe-11 

87 
44 

(AC007211) putative chlorophyll A/B binding protein 
[Arabidopsis thaliana] 

294793 

LIB3069-047-Q1-K1-C10 

BLASTX 

gl351033 

232 

3.0e-19 

112 

46 

STEM 31 KD GLYCOPROTEIN PRECURSOR (VEGETATIVE STORAGE 
PROTEIN VSP25) >gi_17 0088 (M20037) vegetative storage 
protein [Glycine max] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



294794 

LIB3069-047-Q1-K1-D10 

BLASTX 

gl351033 

240 

5.0e-23 

98 

61 
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NCBI Description 



STEM 31 KD GLYCOPROTEIN PRECURSOR [VEGETATIVE STORAGE 
PROTEIN VSP25) >gi_170088 {M20037) vegetative storage 
protein [Glycine max] 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294795 

LIB3069-047-Q1-K1-D11 

BLASTX 

g4262147 

155 

3.0e-10 

69 

46 

(AC005275) putative homolog of transport inhibitor response 
1 [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294796 

LIB3069-047-Q1-K1-D7 

BLASTX 

g3789952 

211 

8.0e-17 

117 

46 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No, 


294797 


Seq. ID 


LIB3069-047-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g2253442 


BLAST score 


226 


E value 


l.Oe-18 


Match length 


62 


% identity 


56 


NCBI Description 


{AF007784) LTCORll [Lavatera thuringiaca] 


Seq. No. 


294798 


Seq. ID 


LIB3069-047-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g498902 


BLAST score 


393 


E value 


4.0e-38 


Match length 


88 


% identity 


85 


NCBI Description 


(U10044) ribosomal protein L27 homolog [Pisum sativum] 


Seq. No. 


294799 


Seq. ID 


LIB3069-047-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


gll81673 


BLAST score 


558 


E value 


2.0e-57 


Match length 


114 


% identity 


94 


NCBI Description 


{U41652) heat shock protein cognate 70 [Sorghum bicolor] 


Seq. No. 


294800 
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Seq. ID 

Method 

NCBI'GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3069-047-Q1-K1-G5 

BLASTX 

gl21080 

346 

l,0e-32 

121 

62 

GLYCINE CLEAVAGE SYSTEM H PROTEIN PRECURSOR 

>gi__1070638__pir GCPMH glycine cleavage system protein H 

precursor - garden pea >gi_20737_einb__CAA45978_ (X64726) H 
protein [Pi sum sativum] >gi_169093 (J05164) H-protein of 
glycine decarboxylase precursor (EC 2.1.2.10) [Pisxom 
sativum] >gi_287815_emb__CAA37704__ (X53656) H-protein [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294801 

LIB3069-047-Q1-K1-H12 

BLASTX 

g4584548 

602 

l.Oe-62 

132 

80 

(AL049608) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294802 

LIB3069-047-Q1-K1-H4 

BLASTX 

gl495251 

319 

2.0e-29 

139 

52 

(Z70314) heat-shock protein [Arabidopsis thaliana] 
294803 

LIB3069-048-Q1-K1-A1 

BLASTX 

g729671 

331 

8.0e-31 

88 

77 

HISTONE H2A >gi_473603 {U08225) histone H2A [Zea mays] 
294804 

LIB3069-048-Q1-K1-A3 

BLASTN 

g2431768 

99 

2,0e-48 

225 

87 

Zea mays acidic ribosomal protein Pla (rppla) mRNA, 
complete cds 



Seq. No. 



294805 
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Seq. ID 


LIB3069-048-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g2980779 


BLAST score 


199 


E value 


8.0e-16 


Match length 


53 


% identity 


75 


NCBI Description 


(AL022198) putative protein [Arabidopsis thaliana] 


Seq. No. 


294806 


Seq. ID 


LIB3069-048-Q1-K1-F12 


Method 


BLASTN 


NCBI GI 


g444046 


BLAST score 


133 


E value 


9,0e-69 


Match length 


221 


% identity 


90 


NCBI Description 


Z.mays OBFl mRNA for ocs-element binding factor 


Seq. No. 


294807 


Seq. ID 


LIB3069-048-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g4587681 


BLAST score 


214 


E value 


9.0e-18 


Match length 


62 


% identity 


63 


NCBI Description 


(AC007197) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


294808 


Seq. ID 


LIB3069-049-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


gl916290 


BLAST score 


230 


E value 


5.0e-19 


Match length 


90 


% identity 


53 


NCBI Description 


(U8987 6) ALY [Mus musculus] 


Seq* No. 


294809 


Seq. ID 


LIB3069-049-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g3913804 


BLAST score 


309 


E value 


2.0e-28 


Match length 


98 


% identity 


67 


NCBI Description 


HISTONE H2B.3 >gi_577825_emb_CAA49584_ (X69960) H2B hi 




[Zea mays] 


Seq. No. 


294810 


Seq. ID 


LIB3069-050-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g2984709 


BLAST score 


257 


E value 


2:0e-22 


Match length 


52 
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% identity 

NCBI Description 



94 

(AF0534 68) DnaJ-related protein ZMDJl [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294811 

LIB3069-050-Q1-K1-B10 

BLASTX 

g585202 

193 

5.0e-15 

62 

65 

GLUTAMINE SYNTHETASE ROOT ISOZYME 2 (GLUTAMATE — AMMONIA 

LIGASE) >gi_481807_pir S39478 glutamate — ammonia iigase 

(EC 6.3.1,2) 1-2, cytosolic - maize 

>gi_434326_emb_CAA46720_ (X65927) glutamine synthetase [Zea 
mays] 



Seq. No. 


294812 


Seq. ID 


LIB3069-050-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


gl362108 


BLAST score 


418 


E value 


4.0e-41 


Match length 


129 


% identity 


93 


NCBI Description 


histone H3 homolog - common tobacco 


Seq. No. 


294813 


Seq. ID 


LIB3069-050-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g4150965 


BLAST score 


183 


E value 


8.0e-14 


Match length 


69 


% identity 


55 


NCBI Description 


(AJ011096) glutamate dehydrogenase 


Seq. No. 


294814 


Seq. ID 


LIB3069-050-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g729882 


BLAST score 


311 


E value 


l.Oe-28 


Match length 


95 


% identity 


66 


NCBI Description 


CASEIN KINASE II BETA' CHAIN (CK II 



>gi_1076300_pir S47968 casein kinase II (EC 2.7.1.-) beta 

chain CKB2 - Arabidopsis thaliana >gi_4 67 975 (U03984) 
casein kinase II beta subunit CKB2 [Arabidopsis thaliana] 
>gi_2245122_emb_CAB10544_ (Z97343) unnamed protein product 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



294815 

LIB3069-051-Q1-K1-C1 

BLASTX 

gl362162 

321 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 




l.Oe-29 

137 

46 

beta-glucosidase BGQ60 precursor - barley >gi_804656 
{L41869) beta-glucosidase [Hordeum vulgare] 

294816 

LIB3069-051-Q1-K1-C11 

BLASTX 

g3915826 

231 

3.0e-19 

75 

65 



NCBI Description 60S RIBOSOMAL PROTEIN L5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294817 

LIB3069-051-Q1-K1-D12 

BLASTX 

g3913789 

351 

3.0e-33 

83 

83 

NONLEGUME HEMOGLOBIN >gi_107 6720_pir S46502 hemoglobin - 

barley >gi_508204 (U01228) haemoglobin apoprotein [Hordeum 
vulgare] >gi__2071976 (U94968) hemoglobin [Hordeum vulgare] 

294818 

LIB3069-051-Q1-K1-D8 

BLASTX 

g4467152 

154 

l.Oe-10 

68 

51 

{AL035540) putative protein [Arabidopsis thaliana] 
294819 

LIB3069-051-Q1-K1-D9 

BLASTX 

gl203832 

595 

9.0e-62 

140 

82 

(U46003) beta-D-glucan exohydrolase, isoenzyme ExoII 

[Hordeum vulgare] >gi_1588407_prf 2208395A beta-D-glucan 

exohydrolase [Hordeum vulgare] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



294820 

LIB3069-051-Q1-K1-F9 

BLASTX 

gll6333 

215 

3.0e-37 

95 
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% identity 

NCBI Description 



81 

ENDOCHITINASE B PRECURSOR (SEED CHITINASE B) >gi_168443 
(M84165) chitinase B [Zea mays] 



Seq. No. 


294821 


Seq. ID 


LIB3069-051-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g3893860 


BLAST score 


449 


E value 


1.0e--44 


Match length 


132 


% identity 


68 


NCBI Description 


{AF058708) RNA polymerase 


Seq. No. 


294822 


Seq. ID 


LIB3069-051-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g2326947 


BLAST score 


177 


E value 


6.0e-13 


Match length 


100 


% identity 


44 


NCBI Description 


(Z50801) Chlorophyll a/fo- 




[Zea mays] 


Seq. No. 


294823 


Seq. ID 


LIB3069-052-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g3176874 


BLAST score 


219 


E value 


5.0e-22 


Match length 


104 


% identity 


60 


NCBI Description 


(AF065639) cucumi sin- like 




thaliana] 


Seq, No. 


294824 


Seq. ID 


LIB3069-052-Q1-K1-D7 


Method 


BLASTN 


NCBI GI 


g296593 


BLAST score 


60 


E value 


5.0e-25 


Match length 


76 


% identity 


95 


NCBI Description 


H. vulgare pZE40 gene 



1 [Zea mays] 



[Arabidopsis 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294825 

LIB3069-052-Q1-K1-F1 

BLASTX 

g3860277 

214 

3.0e-17 

97 

53 

(AC005824) putative ribosomal protein LIO [Arabidopsis 
thaliana] >gi_4314394__gb_AAD15604_ (AC006232) putative 
ribosomal protein LlOA [Arabidopsis thaliana] 
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Seq. No, 


294826 


Seq. ID 


LIB3069-052-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g2129473 


BLAST score 


163 


E value 


3. Oe-11 


Match length 


120 


% identity 


35 


NCBI Description 


arabinogalactan-like protein - loblolly pine 




{U09556) arabinogalactan-like protein [Pinus 


Seq. No. 


294827 


Seq. ID 


LIB3069-053-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g4538911 


BLAST score 


396 


E value 


l.Oe-38 


Match length 


98 


% identity 


77 


NCBI Description 


(AL049482) hypothetical protein [Arabidopsis 


Seq. No. 


294828 


Seq. ID 


LIB3069-053-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g4512616 


BLAST score 


518 


E value 


6. Oe-53 


Match length 


117 


% identity 


77 


NCBI Description 


(AC004793) Contains similarity to gi_1653332 




suppressor (SuhB) from Synechocystis sp. gb_] 




member of the Inositol monophophatase family 




gb_AA597395 comes from this gene. [Arabidops. 


Seq, No. 


294829 


Seq. ID 


LIB3069-053-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g431162 


BLAST score 


276 


E value 


2.0e-24 


Match length 


125 


% identity 


48 


NCBI Description 


(D21822) ORE [Lilium longiflorum] 


Seq. No. 


294830 


Seq. ID 


LIB3069-053-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g4204265 


BLAST score 


197 


E value 


2.0e-15 


Match length 


59 


% identity 


58 


NCBI Description 


(AC005223) 45643 [Arabidopsis thaliana] 


Seq. No. 


294831 


Seq. ID 


LIB3069-053-Q1-K1-F11 



Ls a 
EST 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll73187 

392 

4.0e-38 

80 

91 

40S RIBOSOMAL PROTEIN S23 (312) >gi_1362041_jpir 356613 

ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative 4 OS ribosomal 
protein sl2 [Fragaria x ananassa] 



Seq. No, 


294832 


Seq. ID 


LIB3059-053-Q1-K1-H4 


Method 


BLASTN 


NCBI GI 


g2668737 


BLAST score 


34 


E value 


l.Oe-09 


Match length 


46 


% identity 


93 


NCBI Description 


Zea mays translation initiation factor 5A (T: 




complete cds 


Seq. No. 


294833 


Seq. ID 


LIB3069-054-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g4204265 


BLAST score 


334 


E value 


3.0e-31 


Match length 


123 


% identity 


49 


NCBI Description 


(AC005223) 45643 [Arabidopsis thaliana] 


Seq. No. 


294834 


Seq. ID 


LIB3069-054-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g4432857 


BLAST score 


156 


E value 


6.0e-ll 


Match length 


56 


% identity 


54 


NCBI Description 


(AC006300) hypothetical protein [Arabidopsis 


Seq. No. 


294835 


Seq- ID 


LIB3069-054-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g4262174 


BLAST score 


504 


E value 


3.0e-51 


Match length 


110 


% identity 


78 


NCBI Description 


(AC005508) 9058 [Arabidopsis thaliana] 


Seq. No. 


294836 


Seq. ID 


LIB3069-054-Q1-K1-C3 


Method 


BLASTN 


NCBI GI 


g3420038 


BLAST score 


61 
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E value 
Match length 
% identity 
NCBI Description 



l.Oe-25 

119 

47 

Zea mays gypsy/Ty3-type retrotransposon Tekay, complete 
sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294837 

LIB3069-054-Q1-K1-D8 

BLASTX 

g3193293 

165 

2.0e-ll 

71 

55 

(AF069298) contains a short region of similarity to another 
Arabidopsis hypothetical protein F19K23.8 (GB: AC000375) 
[Arabidopsis thaliana] 



Seq. No. 


294838 


Seq. ID 


LIB3069-054-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3786001 


BLAST score 


167 


Hi V d ^ Lid 


1 . Oe-11 


Match length 


38 


% identity 


79 


NCBI Description 


(AC005499) unknown protein [Arabidopsis thaliana] 


Seq. No, 


294839 


Seq. ID 


LIB3069-054-Q1-K1 -G6 


Method 


BLASTX 


NCBI GI 


g3892056 


BLAST score 


193 


E value 


9.0e-15 


Match length 


60 


% identity 


65 


NCBI Description 


{AC002330) putative vacuolar ATPase [Arabidopsis 


Seq. No, 


294840 


Seq. ID 


LIB3069-054-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g3892056 


BLAST score 


194 


E value 


7.0e-15 


Match length 


84 


% identity 


50 


NCBI Description 


(AC002330) putative vacuolar ATPase [Arabidopsis 


Seq. No. 


294841 


Seq. ID 


LIB3069-054-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g3337366 


BLAST score 


161 


E value 


5.0e-ll 


Match length 


101 


% identity 


43 


NCBI Description 


{AC004481) unknown protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294842 

LIB3069-055-Q1-K1-A1 

BLASTN 

g6598490 

45 

3.0e-16 

61 
93 

Arabidopsis thaliana chromosome II BAG F15K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

294843 

LIB3069-055-Q1-K1-C9 

BLASTX 

gll2994 

186 

2.0e-14 

51 

76 

GLYCINE-RICH RNA-BINDING, ABSCISIC AC ID- INDUCIBLE PROTEIN 

>gi_82685_pir SO 4 536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb__CAA31077_ {X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091__prf 1410284A abscisic acid inducible gene [Zea 

mays] 

294844 

LIB3069-055-Q1-K1-D11 

BLASTX 

g3913425 

311 

l.Oe-28 

125 

47 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE >gi_2275203 (AC002337) RNA helicase isolog 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294845 

LIB3069-055-Q1-K1-F10 

BLASTX 

g2497748 

166 

l.Oe-11 

54 

56 

NONSPECIFIC LIPID-TRANSFER PROTEIN 4 PRECURSOR (LTP 4) 
>gi_902058 (U29176) lipid transfer protein precursor [Oryza 
sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



294846 

LIB3069-055-Q1-K1-F9 

BLASTX 

g2462753 

181 

2.0e-13 
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Match length 

% identity 

NCBI Description 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54 
67 

{AC002292) putative polygalacturonase [Arabidopsis 
thaliana] 

294847 

LIB3069-055-Q1-K1-G10 

BLASTX 

g4115925 

152 

6.0e-10 

38 
76 

(AF118222) contains similarity to RNA recognition motifs 
(Pfam: PF0007 6, Score=5 . 5e-23, N=2) [Arabidopsis thaliana] 
>gi_4539439_emb_CAB40027.1_ (AL049523) RNA-binding protein 
[Arabidopsis thaliana] 

294848 

LIB3069-055-Q1-K1-H6 

BLASTX 

g3461813 

258 

2.0e-22 
121 
50 

(AC004138) 
thaliana] 



putative sucrose/H+ symporter [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



294849 

LIB3069-056-Q1-K1-C4 

BLASTX 

g3452091 

313 

8.0e-29 

84 

65 

{AJ004899) rudimentary enhancer [Glycine max] 
294850 

LIB3069-056-Q1-K1-C7 

BLASTX 

g2497857 

155 

2.0e-10 

49 

67 

MALATE DEHYDROGENASE, MITOCHONDRIAL PRECURSOR 

>gi__21174 63_pir S57958 malate dehydrogenase {EC 1.1.1.37) 

- rape >gi_899226__emb_CAA61621_ (X89451) malate 
dehydrogenase [Brassica napus] 

294851 

LIB3069-056-Q1-K1-D3 

BLASTX 

g3776084 

149 
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E value 
Match length 
% identity 
NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-09 

57 

49 

(Y18251) 



NtN2 [Medicago truncatula] 



Seq. No. 
Seq. ID 
Method 



294852 

LIB3069-056-Q1-K1-D6 

BLASTX 

gl280135 

153 

5.0e-10 

125 

31 

(U55376) coded for by C. elegans cDNA cm21e6; coded for by 
C. elegans cDNA cm01e2; similar to melibiose carrier 
protein (thiomethylgalactoside permease II) [Caenorhabditis 
elegans] 

294853 

LIB3069-056-Q1-K1-F4 

BLASTX 

g2920587 

177 

6.0e-13 

65 

49 

{AF038362) TBP-associated factor 172 [Homo sapiens] 
>gi_2995136_emb_CAA04475_ (AJ001017) TAFII170 [Horao 
sapiens] 

294854 

LIB3069-056-Q1-K1-G7 

BLASTX 

g3176671 

202 

5,0e-16 

62 

63 

{AC004393) Contains similarity to hypothetical gene B0495,7 
gb_687822 from C. elegans cosmid gb_U21317. [Arabidopsis 
thaliana] 

294855 

LIB3069-056-Q1-K1-H4 

BLASTX 

g3152595 

224 

l.Oe-18 

101 

48 

(AC002986) Similar to D. melanogaster sno gene gb_U95760. 
EST gb_N97148 and gb_Z26221 come from this gene. 
[Arabidopsis thaliana] 

294856 

LIB3069-057-Q1-K1-B4 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3747048 
234 

7.0e-20 

86 

56 

{AF093539) methionine synthase [Zea mays] 
294857 

LIB3069-057-Q1-K1-E3 

BLASTX 

g3421077 

151 

3.0e-10 

59 

54 

(AF043521) 20S proteasome subunit PACl [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294858 

LIB3069-057-Q1-K1-H6 

BLASTX 

g3182915 

249 

3.0e-21 

86 

52 

ADP-RIBOSYLATION FACTOR >gi_1842150_dbj_BAA19225_ 
{AB001051) ADP-ribosylation factor [Dugesia japonica] 

294859 

LIB3070-001-Q1-N1-A9 

BLASTX 

gl657855 

396 

l.Oe-38 

102 

72 

(U73216) cold acclimation protein WCOR413 [Triticum 
aestivum] 

294860 

LIB3070-001-Q1-N1-C10 

BLASTN 

g56539 

56 

5.0e-23 

84 

92 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



294861 

LIB3070-001-Q1-N1-C5 

BLASTN 

g56539 

103 
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E value 
Match length 
% identity 
NCBI Description 



l.Oe-50 

281 

97 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 294862 

Seq. ID ' LIB3070-001-Q1-N1-D2 

Method BLASTN 

NCBI^GI g206371 

BLAST score 43 

E value 5.0e-15 

Match length 165 

% identity 88 

NCBI Description Rat (Sprague-Dawley) prolactin gene : exons IV, V and flanks 

Seq. No. 294863 

Seq. ID LIB3070-001-Q1-N1-D6 

Method BLASTN 

NCBI GI g206371 

BLAST score 65 

E value 2.0e-28 

Match length 101 

% identity 91 

NCBI Description Rat (Sprague-Dawley) prolactin gene: exons IV, V and flanks 

Seq. No. 294864 

Seq. ID LIB3070-001-Q1-N1-D9 

Method BLASTX 

NCBI GI gl806283 

BLAST score 200 

E value l.Oe-15 

Match length 61 

% identity 69 

NCBI Description (Z79637) Histone H4 homologue [Sesbania rostrata] 

Seq. No. 294865 

Seq. ID LIB3070-001-Q1-N1-E8 

Method BLASTN 

NCBI GI g206371 

BLAST score 64 

E value l.Oe-27 

Match length 187 

% identity 92 

NCBI Description Rat (Sprague-Dawley) prolactin gene: exons IV, V and flanks 

Seq. No. 294866 

Seq. ID LIB3070-001-Q1-N1-F11 

Method BLASTN 

NCBI GI g206371 

BLAST score 48 

E value 5.0e-18 

Match length 191 

% identity 88 

NCBI Description Rat (Sprague-Dawley) prolactin gene: exons IV, V and flanks 
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Seq, No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294867 

LIB3070-001-Q1-NI-H11 

BLASTX 

gl351359 

164 

2.0e-ll 

47 

60 

UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 7 . 8 KD PROTEIN 

(MITOCHONDRIAL HINGE PROTEIN) (CR7) >gi_1071788_pir S48690 

ubiquinol — cytochrome-c reductase (EC 1.10.2.2) IIK protein 

- potato >gi_488712_einb_CAA558 60_ (X79273) 

ubiquinol — cytochrome c reductase [Solanum tuberosum] 



Seq. No. 


294868 


Seq. ID 


LIB3070-002-Q1-N1-A12 


Method 


BLASTN 


NCBI GI 


g206371 


BLAST score 


99 


E value 


2.0e-48 


Match length 


298 


% identity 


98 


NCBI Description 


Rat (Sprague-Dawley) prolactin gene:exons IV, V 


Seq. No. 


294869 


Seq. ID 


LIB3070-002-Q1-N1-A8 


Method 


BLASTN 


NCBI GI 


g56539' 


BLAST score 


52 


E value 


l.Oe-20 


Match length 


96 


% identity 


89 


NCBI Description 


R.norvegicus gene encoding prolactin, exon 5 



>gi_206360_gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No, 


294870 


Seq. ID 


LIB3070-002-Q1-N1-E6 


Method 


BLASTX 


NCBI GI 


g2213594 


BLAST score 


210 


E value 


9.0e-17 


Match length 


55 


% identity 


69 


NCBI Description 


(AC000348) T7N9.14 [Arabidopsis thaliana] 


Seq. No. 


294871 


Seq, ID 


LIB3070-002-Q1-N1-E7 


Method 


BLASTN 


NCBI GI 


g206371 


BLAST score 


67 


E value 


2.0e-29 


Match length 


187 


% identity 


90 


NCBI Description 


Rat (Sprague-Dawley) prolactin gene:exons IV, V 


Seq. No. 


294872 
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Seq. ID LIB3070-002-Q1-N1-F3 

Method BLASTN 

NCBI GI g4160401 

BLAST score 44 

E value l.Oe-15 

Match length 68 

% identity 91 

NCBI Description Zea mays eIF-5 gene, exons 1-2 

Seq. No. 294873 

Seq. ID LIB3070-002-Q1-N1-H1 

Method BLASTX 

NCBI GI g3482918 

BLAST score 172 

E value l.Oe-12 

Match length 77 

% identity 63 

NCBI Description (AC003970) Similar to ATP-citrate-lyase [Arabidopsis 
thaliana] 

Seq. No. 294874 

Seq. ID LIB3070-002-Q1-N1-H10 

Method BLASTX 

NCBI GI g4090257 

BLAST score 255 

E value 4.0e-22 

Match length 90 

% identity 64 

NCBI Description (AJ131732) ribosomal protein L37A [Pseudotsuga menziesii] 

Seq. No. 294875 

Seq. ID LIB3070-002-Q1-N1-H12 

Method BLASTN 

NCBI GI g206371 

BLAST score 99 

E value 2.0e-48 

Match length 284 

% identity 96 

NCBI Description Rat (Sprague-Dawley) prolactin gene: exons IV, V and flanks 

Seq. No. 294876 

Seq. ID LIB3070-003-Q1-N1-B10 

Method BLASTN 

NCBI GI g206371 

BLAST score 78 

E value 9.0e-36 

Match length 288 

% identity 89 

NCBI Description Rat (Sprague-Dawley) prolactin gene:exons IV, V and flanks 

Seq. No. 294877 

Seq. ID LIB3070-003-Q1-N1-D10 

Method BLASTN 

NCBI GI g56539 

BLAST score 38 

E value 5.0e-12 

Match length 110 
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% identity 

NCBI Description 



84 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
; exon v and flanks 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294878 

LIB3070-003-Q1-N1-E11 

BLASTN 

g206371 

34 

l.Oe-09 

70 
87 

Rat (Sprague-Dawley) prolactin gene:exons IV, V and flanks 
294879 

LIB3070-003-Q1-N1-E8 

BLASTX 

g3461828 

154 

3.0e-10 

63 

46 

(AC004138) unknown protein [Arabidopsis thaliana] 
294880 

LIB3070-004-Q1-N1-B1 

BLASTN 

g56539 

95 

6.0e-46 

294 

96 

R.norvegicus gene encoding prolactin, exon 5 
>gi__206360__gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294881 

LIB3070-004-Q1-N1-B3 

BLASTX 

g399854 

206 

3.0e-16 

66 

68 

HISTONE H2B.2 >gi_283042_pir S28049 histone H2B - maize 

>gi_22325_einb_CAA40565_ {X57313) H2B histone [Zea mays] 

294882 

LIB3070-004-Q1-N1-D1 

BLASTN 

g206371 

99 

2.0e-48 

295 

99 

Rat (Sprague-Dawley) prolactin geneiexons IV, V and flanks 
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Seq. No. 


294883 




Seq. ID 


LIB3070-Uu4-Ql-Nl-Ei 




Method 


BLASTX 




NCBI GI 


g399854 




BLAST score 


215 




E value 


2 , Oe-17 




Match length 


74 




% identity 


70 




NCBI Description 


HISTONE H2B.2 >gi 283042 pir S2804 9 histone 






>gi 22325 emb CAA40565_ {X57313) H2B histone 




Seq. No. 


294884 




Seq, ID 


LIB3070-U04-Ql-Nl-Ey 




Method 


BLASTN 




NCBI GI 


g206371 




BLAST score 


46 




E value 


l.Oe-16 




Match length 


173 




% identity 


88 


y H 


NCBI Description 


Rat (Sprague-Dawley) prolactin gene; axons IV, 


Oj 


Seq. No. 


294885 




Seq. ID 


LIB3070-004-Q1-N1-F11 




Method 


BLASTN 


1^ 


NCBI GI 


g206371 




BLAST score 


103 


,~, 

y ^ 


E value 


l,0e-50 




Match length 


308 




% identity 


97 


n 


NCBI Description 


Rat (Sprague-Dawley) prolactin gene:exons IV, 


La 


Seq. No. 


294886 




Seq. ID 


LIB3070-004-Q1-N1-G12 




Method 


BLASTX 




NCBI GI 


g729671 




BLAST score 


187 




E value 


5.0e-14 




Match length 


90 




% identity 


50 




NCBI Description 


HISTONE H2A >gi_473603 (008225) histone H2A 




Seq. No. 


294887 




Seq. ID 


LIB3 07 0-004 "Q1-N1-G6 




Method 


BLASTN 




NCBI GI 


g206371 




BLAST score 


44 




E value 


l.Oe-15 




Match length 


104 




% identity 


87 




NCBI Description 


Rat (Sprague-Dawley) prolactin geneiexons IV, 




Seq, No. 


294888 




Seq. ID 


LIB3070-004-Q1-N1-H10 




Method 


BLASTN 




NCBI GI 


gl2434 




BLAST score 


41 



[Zea mays] 
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E value 
Match length 
I identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-13 

125 

83 

Maize chloroplast psbB-psbF-petB-petD gene cluster 
294889 

LIB3070-005-Q1-N1-B1 

BLASTX 

g2493852 

227 

8.0e-19 

57 

75 

CYTOCHROME C OXIDASE POLYPEPTIDE VC 

>gi_1070356_einb__CAA92107_ (Z68091) cytochrome c oxidase, Vc 
subunit [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294890 

LIB3070-005-Q1-N1-B3 

BLASTX 

g729671 

190 

3.0e-15 

106 

51 

HISTONE H2A >gi_473603 {U08225] 



histone H2A [Zea mays] 



294891 

LIB307 0-005-Q1-N1-C4 

BLASTN 

g56539 

71 

l.Oe-31 

204 

90 

R.norvegicus gene encoding prolactin, exon 5 
>gi__206360_gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 


294892 




Seq. ID 


LIB3070-005- 


-Q1-N1-C6 


Method 


BLASTN 




NCBI GI 


g206371 




BLAST score 


83 




E value 


9.0e-39 




Match length 


309 




% identity 


91 




NCBI Description 


Rat (Sprague- 


-Dawley) ] 


Seq. No. 


294893 




Seq. ID 


LIB3070-005- 


-Q1-N1-C9 


Method 


BLASTN 




NCBI GI 


g206371 




BLAST score 


91 




E value 


l.Oe-43 




Match length 


206 




% identity 


97 
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NCBI Description 



Rat (Sprague-Dawley) prolactin generexons IV, V and flanks 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294894 

LIB3070-005-Q1-N1-D4 

BLASTN 

g206371 

87 

3.0e-41 

306 

92 

Rat (Sprague-Dawley) prolactin geneiexons IV, V and flanks 
294895 

LIB3070-005-Q1-N1-G9 

BLASTX 

g399854 

265 

3.0e-23 

106 

58 

HISTONE H2B.2 >gi_283042_pir S2804 9 histone H2B - maize 

>gi_22325_emb_CAA40565_ (X57313) H2B histone [Zea mays] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294896 

LIB3070-005-Q1-N1-H12 

BLASTN 

g717080 

62 

3.0e-26 

185 

84 

Zea mays glyceraldehyde-3-phosphate dehydrogenase (GapC4) 
gene, promoter region 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294897 

LIB3070-006-Q1-N1-B9 

BLASTX 

g2344886 

448 

l,0e-44 
137 
60 

{AC002388) 
thaliana] 



hypothetical protein, 5' partial [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294898 

LIB3070-006-Q1-N1-C6 

BLASTN 

g206371 

87 

3.0e-41 

142 
96 

Rat (Sprague-Dawley) prolactin gene:exons IV, V and flanks 



Seq. No. 
Seq. ID 



294899 

LIB3070-006-Q1-N1-D11 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4406764 

158 

9.0e-ll 

74 

50 

(AC006836) 
thaliana] 



putative uridylyi transferase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294900 

LIB3070-006-Q1-N1-F3 

BLASTN 

g206371 

39 

l.Oe-12 

103 

84 

Rat (Sprague-Dawley) prolactin gene:exons IV, V and flanks 
294901 

LIB3070-006-Q1-N1-F4 

BLASTN 

g20637l' 

47 

2.0e-17 

103 

86 

Rat (Sprague-Dawley) prolactin gene:exons IV, V and flanks 
294902 

LIB3070-006-Q1-N1-H10 

BLASTN 

g206371 

73 

7.0e-33 

188 

93 

Rat (Sprague-Dawley) prolactin gene:exons IV, V and flanks 
294903 

LIB3070-006-Q1-N1-H4 

BLASTX 

g3122753 

178 

4.0e-13 

68 

54 

60S RIBOSOMAL PROTEIN L44 >gi_2244789_emb_CAB10211 . 1_ 
(Z97336) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



294904 

LIB3070-007-Q1-N1-A2 

BLASTN 

g440233 

137 

3.0e-71 
149 
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% identity 98 

NCBI Description Zea mays ribosomal DNA internal transcribed spacer 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294905 

LIB3070-007-Q1-N1-A8 

BLASTX 

g4206196 

245 

8.0e-21 

118 ' 
42 

(AF071527) hypothetical protein [Arabidopsis thaliana] 
294906 

LIB3070-007-Q1-N1-B2 

BLASTX 

gl085650 

170 

2.0e-12 

58 

66 

aspartate transcarbomoylase - wheat >gi_688218_bbs_156442 
aspartate carbamoyltransf erase {C-terminal} {EC 2.1,3.2} 
[Triticum aestivum=wheat, avalon, seedlings. Peptide 
Partial, 233 aa] 

294907 

LIB3070-007-Q1-N1-C2 

BLASTN 

g56539 

95 

6.0e-46 

310 

93 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294908 

LIB3070-007-Q1-N1-D10 

BLASTN 

g56539 

103 

l.Oe-50 

301 

98 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J00764__RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



294909 

LIB3070-007-Q1-N1-E10 

BLASTN 

g56539 

83 

8.0e-39 
285 
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% identity 

NCBI Description 



92 

R,norvegicus gene encoding prolactin, axon 5 
>gi_206360_gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294910 

LIB3070-007-Q1-N1-E8 

BLASTN 

g56539 

103 

l.Oe-50 

309 

98 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J007 64_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294911 

LIB3070-007-Q1-N1-F2 

BLASTX 

g4115933 

163 

3.0e-ll 

58 

72 

(AF118223) contains similarity to human RNA polymerase II 
complex component SRB7 (GB:U52960) [Arabidopsis thaliana] 

294912 

LIB3070-007-Q1-N1-G12 

BLASTN 

g4185305 

154 

3.0e-81 

198 

95 

Zea mays cosmid IV.lEl 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 

294913 

LIB3070-007-Q1-N1-H3 

BLASTN 

g56539 

39 

l.Oe-12 

103 

84 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J007 64_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



294914 

LIB3070-008-Q1-N1-A8 

BLASTX 

g2213632 
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BLAST score 


306 


E value 


6 . Oe-28 


Match length 


106 


% identity 


58 


NCBI Description 


(ACUUUlUoj rz.iJy.Z4 [AraDiaopsis unaxxanaj 


Seq. No. 


294915 


Seq. ID 


LiboU / U-UUo-Ul-Nl-Uil 


Method 


rJLAb 1 A 


NCBI GI 


g4185311 


BLAST score 


540 


E value 


2 . Oe-55 


Match length 


134 


% identity 


80 


NCBI Description 


(AF090446) polyprotein [Zea mays] 


Seq. No. 


294916 


Seq. ID 


TTTjoniA nno /^t mi in 
LIBJU / U-UUo-yi-rJi-Cji 


Method 


BLASTX 


NCBI GI 


g3935148 


BLAST score 


224 


E value 


2 . Oe-18 


Match length 


61 


% identity 


72 


NCBI Description 


(AC005106) TzbN2U.lz [AraDiaopsis rnaiianaj 


Seq. No. 


294917 


Seq. ID 


LIB307 0-008 -Ql-Nl-GS? 


Method 


BLASTX 


NCBI GI 


g3122703 


BLAST score 


262 


E value 


7.0e-23 


Match length 


ol 


% identity 


69 


NCBI Description 


60S RIBOSOMAL PROTEIN L23A >gi_2641201 (AF031542 


protein L23a [Fritillaria agrestis] 


Seq. No. 


294918 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3070-009-Q1-N1-E1 
BLASTN 
g206371 
45 

4.0e-16 

69 

91 

Rat {Sprague-Dawley) prolactin gene:exons IV, V and flanks 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294919 

LIB3070-009-Q1-N1-E12 

BLASTN 

g433038 

61 

l.Oe-25 

81 

94 

Zea mays W-22 clone cDNA7 retroelement PREM-l-containing 
mRNA 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Descripttpn 



294920 

LIB3070-009-Q1-N1-E5 

BLASTX 

g2706450 

144 

4.0e-09 

48 
60 

(AJ225172) magnesium dependent soluble inorganic 
pyrophosphatase [Solanum tuberosum] 

294921 

LIB3070-009-Q1-N1-E7 

BLASTX 

g2499497 

153 

l.Oe-10 

36 

83 

PHOSPHpGLYCERATE KINASE, CHLOROPLAST PRECURSOR 
-^>gi_lI61600_emb_€AA38841_ (Z48977) phosphoglycerate kinase 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294922 

LIB3070-010-Q1-N1-B9 

BLASTN 

g4416300 

72 

3.Ge-32 

226 
88 

Zea mays chromosome 4 



22 kDa zein-associated intercluster 



region, complete sequence 
294923 

LIB3Q70-010-Q1-N1-C10 

BLASTN 

g4140643 

61 

9.0e-26 

81 

94 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 

294924 

LIB3070-01G-Q1-N1-D7 

BLASTX 

g4263517 

185 

6.0e-14 

111 

40 

(AC004044) similar to PHZF, catalyzing the hydroxylation of 
phenazine-l-carboxylic acid to 

2-hydroxy-phenazine-l-carboxylic acid [Arabidopsis 
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thaliana] 

Seq. No^ 294925 
Seq. ID LIB3070-010-Q1-N1-E3 
Method BLASTN 
NCBI GI gl68436 
BLAST score 4 8 

E value 6.0e-18 
Match length 56 
% identity 96 

NCBI Description Zea mays catalase (CatS) gene, complete cds 
294926 

LIB3070-010-Q1-N1-G7 
BLASTX 
g4585900 
253 

6.0e-22 
77 
71 

(AC007133) putative histone H2A [Arabidopsis thaliana] 
294927 

LIB3070-010-Q1-N1-H2 
BLASTX 
gl22007 
156 

l.Oe-10 
69 
58 

HISTONE H2A >gi_100161_pir S114 98 histone H2A - parsley 

>gi_20448_emb_CAA37828_ {X53831) H2A histone protein (AA 1 
- 149) [Petroselinum crispum] 

Seq. No. 294928 

Seq. ID LIB3070-011-Q1-N1-B9 

Method BLASTX 

NCBI GI g2245394 

BLAST score 199 

E value l.Oe-15 

Match length 68 

% identity 59 -, . 

NCBI Description (U89771) ARFl-binding protein [Arabidopsis thalianaj 

Seq, No. 294929 

Seq. ID LIB3070-011-Q1-N1-C11 

Method BLASTX 

NCBI GI g2668742 

BLAST score 176 

E value 2.0e-14 

Match length 74 

% identity 65 

NCBI Description (AF034945) glycine-rich RNA binding protein [Zea maysj 

Seq. No. 294930 

Seq. ID LIB3070-011-Q1-N1-C9 

Method BLASTX 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41229 



NCBI GI gl00226 
BLAST score 151 
E value 3.0e-10 
Match length 40 
% identity 68 

NCBI Description hypothetical protein - tomato >gi_1927 5_emb_CAA7 8112_ 
(Z12127) protein of unknown function [Lycopersicon 

esculentum] >gi_445619_prf 1909366A Leu zipper protein 

[Lycopersicon esculentum] 

294931 

LIB3070-011-Q1-N1-F4 
BLASTN 
g309558 
41 

l.Oe-13 
128 
84 

Corn nuclear-encoded mitochondrial chaperonin 60 Ccpn60II) 
gene, complete cds 

Seq, No. 294932 

Seq. ID LIB3070-011-Q1-N1-F7 

Method BLASTX 

NCBI GI g4507125 

BLAST score 220 

E value 5.0e-18 

Match length 101 

% identity 47 

NCBI Description small nuclear ribonucleoprotein polypeptides B and Bl 

>gi_88613_pir S10594 snRNP protein B - human 

>gi_29410_emb_CAA33902_ {X15893) B/B' protein {AA 1-231) 
[Homo sapiens] 

Seq, No. 294933 

Seq. ID LIB3070-011-Q1-N1-G5 

Method BLASTN 

NCBI GI g206371 

BLAST score 62 

E value 2.0e-26 

Match length 98 

% identity 92 

NCBI Description Rat (Sprague-Dawley) prolactin gene:exons IV, V and flanks 

Seq. No. 294934 

Seq. ID LIB3070-011-Q1-N1-H10 

Method BLASTX 

NCBI GI g4586031 

BLAST score 254 

E value 5.0e-22 

Match length 62 

% identity 79 

NCBI Description (AC007109) unknown protein [Arabidopsis thaliana] 

Seq. No. 294935 

Seq. ID LIB3070-012-Q1-N1-C9 

Method BLASTX 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g82466 
300 

3.0e-27 

58 
95 

probable f erredoxin— NADP+ reductase (EC 1.18.1.2) - rice 
>gi_218163_dbj_BAA02248_ (D12815) f erredoxin-NADP+ 
reductase enzyme [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294936 

LIB3070-013-Q1-N1-A12 

BLASTN 

g206371 

75 

5.0e-34 

260 

93 

Rat (Sprague-Dawley) prolactin generexons IV, V and flanks 
294937 

LIB3070-013-Q1-N1-B11 

BLASTN 

g206371 

99 

2.0e-48 

309 

98 

Rat (Sprague-Dawley) prolactin gene:exons IV, V and flanks 
294938 

LIB3070-013-Q1-N1-B3 

BLASTN 

g206371 

99 

2.0e-48 

309 
98 

Rat (Sprague-Dawley) prolactin gene:exons IV, V and flanks 
294939 

LIB3070-013-Q1-N1-C2 

BLASTN 

g4416300 

64 

2.0e-27 
124 
88 

Zea mays chromosome 4 22 kDa 
region, complete sequence 



zein-associated intercluster 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



294940 

LIB3070-013-Q1-N1-F4 

BLASTN 

g206371 

79 

2.0e-36 
170 
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• 



% identity 

NCBI Description 



96 



Rat (Sprague-Dawley) prolactin gene:exons IV, V and flanks 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294941 

LIB3070-014-Q1-N1-A5 

BLASTX 

gl706403 

142 

8.0e-16 

62 
73 

GLUTAMATE DEHYDROGENASE 
glutamate dehydrogenase 
>gi_8 0 65 95_emb_CAA6 0 5 0 7_ 
[Vitis vinifera] 



(GDH) >gi_1085815_pir S54797 

{EC 1.4.1.2) - Vitis vinifera 
(X8 6924) glutamate dehydrogenase 



Seq. No. 294942 

Seq. ID LIB3070-014-Q1-N1-B5 

Method BLASTN 

NCBI GI gl935910 

BLAST score 66 

E value l.Oe-28 

Match length 182 

% identity 85 . . ^ 

NCBI Description Zea mays lethal leaf-spot 1 (llsl) gene, partial cds 

Seq. No. 294943 

Seq. ID LIB3070-014-Q1-N1-C2 

Method BLASTN 

NCBI GI g22211 

BLAST score 49 

E value 2.0e-18 

Match length 81 

% identity 90 

NCBI Description Maize bronze bzl gene 5' region with DSl element Bz- 
inserted 



294944 

LIB3070-014-Q1-N1-C4 
BLASTX 
g3913804 
377 

2,0e-36 
115 
69 

HISTONE H2B.3 >gi_577825_emb_CAA49584_ (X69960) H2B histone 
[Zea mays] 

Seq. No. 294945 

Seq. ID LIB3070-014-Q1-N1-C6 

Method BLASTX 

NCBI GI g2500497 

BLAST score 227 

E value 3.0e-19 

Match length 46 

% identity 93 

NCBI Description 40S RIBOSOMAL PROTEIN S21 >gi_1419372_emb_CAA67225_ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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(X98656) ribosomal protein S21 [Zea mays] 

Seq. No. 294946 

Seq. ID LIB3070-014-Q1-N1-D10 

Method BLASTN 

NCBI GI g507770 

BLAST score 36 

E value 8,0e-ll 

Match length 72 

% identity 89 

NCBI Description Zea mays D3L H (+) -transporting ATPase (Mhal) gene, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294947 

LIB307 0-014-Q1-N1-D5 

BLASTX 

gl076670 

166 

l.Oe-11 

45 

73 

NADH dehydrogenase (EC 1, 
>g i_6 6898 5_emb_CAA5 9 0 6 2_ 
[Solaniom tuberosum] 



6.99.3) - potato 

(X84 319) NADH dehydrogenase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294948 

LIB3070-014-Q1-N1-F10 

BLASTX 

g2290989 

173 

2.0e-12 

90 

39 

{AF006000) D-3-phosphoglycerate dehydrogenase homolog 
[Bordetella pertussis] 

294949 

LIB3070-014-Q1-N1-F12 

BLASTX 

gl346251 

189 

2.0e-14 

79 

53 

HISTONE H2B.4 >gi_577819_emb_CAA4 9585_ (X69961) H2B histone 
[Zea mays] 

294950 

LIB3070-014-Q1-N1-F3 

BLASTN 

gl870198 

53 

3.0e-21 

61 

98 

Z.mays mRNA for acyl carrier protein 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294951 

LIB3070-014-Q1-N1-H3 

BLASTN 

g56539 

88 

9.0e-42 

201 
97 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq, No. 


294952 


Sea ID 


LIB3070-015-Q1-N1-B11 


Method 


BLASTN 


NCBI GI 


g206371 


BLAST score 


95 


E value 


5.0e-46 


Match length 


276 


% identity 


95 


NCBI Description 


Rat (Sprague-Dawley) prolactin gene:exons IV, V and flank 


Seq, No. 


294953 


TD 

a J. Ly 


LIB3070-015-O1-N1-D3 


Method 


BLASTN 


NCBI GI 


g498774 


BLAST score 


128 


E value 


6.0e-66 


Match length 


152 


% identity 


96 


NCBI Description 


Z.mays (cv DH5xDH7) hsp70-5 mRNA for heat shock protein 


Seq. No. 


294954 


Seq. ID 


LIB3070-015-Q1-N1-E5 


Method 


BLASTN 


NCBI GI 


g206371 


BLAST score 


37 


E value 


2.0e-ll 


Match length 


65 


% identity 


89 


NCBI Description 


Rat (Sprague-Dawley) prolactin generexons IV, V and flank 


Seq. No. 


294955 


Seq. ID 


LIB3070-015-Q1-N1-F5 


Method 


BLASTX 


NCBI GI 


g3894187 


BLAST score 


300 


E value 


3.0e"27 


Match length 


69 


% identity 


81 


NCBI Description 


{AC005662) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



294956 

LIB3070-016-Q1-N1-A6 

BLASTX 

g4455192 

154 



41234 



E value 


3, Oe-10 


Match length 


102 


% identity 


34 


NCBI Description 


(AL035440) putative protein [Arabidopsis 


Seq. No. 


294957 


Seq. ID 


LIB307 0-016-Q1-N1-E1 


Method 


BLASTN 


NCBI GI 


g206371 


BLAST score 


99 


E value 


2.0e-48 


Match length 


103 


% identity 


99 


NCBI Description 


Rat (Sprague-Dawley) prolactin gene:exons 


Seq, No. 


294958 


Seq. ID 


LIB3070-016-Q1~N1-E10 


Method 


BLASTX 


NCBI GI 


g537604 


BLAST score 


209 


E value 


l.Oe-16 


Match length 


111 


% identity 


45 


NCBI Description 


(D30652) peroxidase [Populus kitakamiens: 


Seq. No, 


294959 


Seq. ID 


LIB3070-016-Q1-N1-G3 


Method 


BLASTX 


NCBI GI 


g4646221 


BLAST score 


174 


E value 


l.Oe-12 


Match length 


110 


% identity 


35 


NCBI Description 


{AC007290) putative membrane-associated ] 




[Arabidopsis thaliana] 


Seq. No. 


294960 


Seq. ID 


LIB3070-016-Q1-N1-G8 


Method 


BLASTN 


NCBI GI 


g206371 


BLAST score 


103 


E value 


9,0e-51 


Match length 


302 


% identity 


97 


NCBI Description 


Rat (Sprague-Dawley) prolactin generexons 



3' partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294961 

LIB3070-016-Q1-N1-H10 

BLASTX 

g4454307 

329 

3.0e-31 

72 

83 

{AJ132763) cyclophilin [Pseudotsuga menziesii] 



Seq. No, 



294962 
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• 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3075-001-Q1-K1-B9 

BLASTX 

g2160690 

244 

7.0e-21 

74 

55 

(U73526) B* regulatory subunit of PP2A [Arabidopsis 
thaliana] 



Seq. No. 


294963 


Seq. ID 


LIB3075-001-Q1-K1-C12 


Method 


BLASTN 


NCBI GI 


g288611 


BLAST score 


62 


E value 


3.0e-26 


Match length 


117 


% identity 


88 


NCBI Description 


Z.mays PG gene for polygalact 


Seq. No. 


294964 


Seq. ID 


LIB3075-001-Q1-K1-H5 


Method 


■ BLASTX 


NCBI GI 


g3702336 


BLAST score 


256 


E value 


2.0e-22 


Match length 


83 


% identity 


65 


NCBI Description 


(AC005397) putative 3-methyl- 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294965 

LIB3075-002-Q1-K1-F10 

BLASTX 

g3080390 

294 

l.Oe-26 

131 

49 

(AL022603) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294966 

LIB3075-002-Q1-K1-H10 

BLASTX 

g2982277 

419 

3.0e-41 

88 

90 

(AF051223) Rac-like GTP binding protein [Picea mariana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



294967 

LIB3075-003-Q1-K1-A9 

BLASTX 

g4262242 

229 

2.0e-19 
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Match length 

% identity 

NCBI Description 

Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBf Description 



68 
68 

{AC006200) NADC homolog [Arabidopsis thaliana] 
294968 

LIB3075-003-Q1-K1-B11 

BLASTX 

g2244830 

155 

4.0e-10 

49 

61 

{Z97337) hypothetical protein [Arabidopsis thaliana] 



294969 

LIB3075-003-Q1-K1-C5 

BLASTX 

g4584957 

314 

2.0e-29 

78 
92 

-(AF077337) heat shock protein 101; 
protein [Zea mays] 



101 kDa heat shock 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294970 

LIB3075-003-Q1-K1-E2 

BLASTX 

g3599966 

181 

3.0e-13 

72 

47 

{AF026852) h-scol [Homo sapiens] 
294971 

LIB3075-003-Q1-K1-E4 

BLASTN 

g3851002 

168 

9.0e-90 

192 

97 

Zea mays pyruvate dehydrogenase El beta subunit isoform 3 
mRNA, nuclear gene encoding mitochondrial protein, complete 
cds 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294972 

LIB3075-003-Q1-K1-G9 

BLASTN 

g22458 

107 

4.0e-53 

139 

94 

Z.mays pollen specific 



mRNA C-terminal (clone 4H7) 



41237 




• 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294973 

LIB3075-003-Q1-K1-H5 

BLASTX 

g2708532 

286 

5.0e-26 

86 

60 

{AF029351) putative RNA binding protein [Nicotiana tabacum] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294974 

LIB3075-004-Q1-K1-A9 

BLASTX 

g2384758 

167 

3.0e-12 

47 
72 

(AF016896) GDP dissociation inhibitor protein OsGDIl 
sativa] 



[Oryza 



.Seq. No, 
;Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



294975 

LIB3075-004-Q1-K1-B3 

BLASTX 

g2982268 

290 

2.0e-26 

92 

62 

(AF051217) 
mar i ana] 



probable 40S ribosomal protein S15 [Picea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294976 

LIB3075-004-Q1-K1-D4 

BLASTX 

g283049 

226 

8.0e-19 

70 

73 

polygalacturonase (EC 3.2.1.15) precursor (clone W2247) - 

maize (fragment) >gi_48107 9_pir S37718 polygalacturonase 

maize >gi_22426_emb_CAA44248_ (X62384) polygalacturonase 
[Zea mays] >gi_287830_emb_CAA47234_ (X66692) 
polygalacturonase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294977 

LIB3075-004-Q1-K1-D8 

BLASTN 

g288611 

44 

9.0e-16 

56 
95 

Z.mays PG gene for polygalacturonase 



Seq. No. 



294978 



41238 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3075-004-Q1-K1-E9 

BLASTX 

gll71005 

429 

2.0e-42 

119 

68 

MAJOR POLLEN ALLERGEN HOL L 1 PRECURSOR (HOL L I) 

>gi_1085628_pir S38581 allergen Hol-ll - Holcus lanatus 

>gi_414703_einb_CAA81610_ (Z27084) allergen Hol-ll [Holcus 
lanatus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294979 

LIB3075-004-Q1-K1-G11 

BLASTX 

g3152588 

234 

2.0e-19 

78 

56 

{AC002986) Contains similarity to Cf-2,2 gene gb_U42445 
from Solanum pimpinellif olium, [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294980 

LIB3075-005-Q1-K1-C10 

BLASTN 

g3328211 

33 

3.0e-09 

65 

88 

Cloning vector pCMVTAG4c, complete sequence 
294981 

LIB3075-005-Q1-K1-C11 

BLASTX 

g2347190 

218 

l.Oe-17 

138 

34 

(AC002338) Na/H antiporter isolog [Arabidopsis thaliana] 
>gi_3150398 {AC004165) putative Na/H antiporter 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294982 

LIB3075-005-Q1-K1-C12 

BLASTX 

g4467146 

241 

2.0e-20 
91 
47 

(AL035540) 
thaliana] 



galactosidase like protein [Arabidopsis 



Seq, No, 



294983 



41239 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



LIB3075-005-Q1-K1-C8 

BLASTX 

g4335731 

294 

l.Oe-26 
142 
40 

{AC006248) 



putative polyprotein [Arabidopsis thaliana] 



294984 

L I B3 0 7 5 - 0 0 5 -Ql -Kl -GI 

BLASTX 

g3915847 

211 

5.0e-22 

104 

64 

40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
40S ribosomal protein S2 [Arabidopsis thaliana] 



294985 

LIB3075-005-Q1-K1-G8 

BLASTN . 

g2911359 

261 

l.Oe-145 

438 

90 

Zea mays NADPH HC toxin reductase 
allele, complete cds 



( hml ) gene , hml-Pr 



294986 

LIB3075-005-Q1-K1-H9 

BLASTN 

g433041 

67 

3.0e-29 

201 

84 

Zea mays W-22 clone PREM-IB retroelement PREM-1, partial 
sequence 

294987 

LIB3075-006-Q1-K1-B1 

BLASTX 

g4154352 

163 

2.0e-ll 

99 

41 

{AF110333) PrMC3 [Pinus radiata] 
294988 

LIB3075-006-Q1-K1-C5 

BLASTX 

g4455203 

155 
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E value 
Match length 
% identity 
NCBI Description 



l,0e-10 

90 

38 

(AL035440) putative protein [Arabidopsis thaliana] 



Seq. No. 


294989 


Seq. ID 


LIB3075-006-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g729944 


BLAST score 


165 


E value 


2. Oe-11 


Match length 


48 


% identity 


60 


NCBI Description 


POLLEN ALLERGEN ZEA M 1 (ZI 




major allergen ml protein - 




ml [Zea mays] 


Seq. No. 


294990 


Seq. ID 


LIB3075-006-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


gl353516 


BLAST score 


210 


E value 


4.0e-17 


Match length 


82 


% identity 


45 


NCBI Description 


(U38651) sugar transporter 


Seq. No. 


294991 


Seq. ID 


LIB3075-006-Q1-K1-H11 


Method 


BLASTN 


NCBI GI 


gl68652 


BLAST score 


54 


E value 


l.Oe-21 


Match length 


106 


% identity 


88 


NCBI Description 


Maize amyloplast-specif ic 




locus) , complete cds 


Seq. No. 


294992 


Seq. ID 


LIB3075-007-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g466053 


BLAST score 


197 


E value 


4.0e-15 


Match length 


42 



\ M I) >gi_478272_pir JC1524 

maize >gi_293902 (L14271) Zea 



% identity 

NCBI Description 



64 

HYPOTHETICAL 68.7 KD PROTEIN ZK757.1 IN CHROMOSOME III 

>gi_482217_pir S41011 hypothetical protein ZK757.1 - 

Caenorhabditis elegans >gi_3881771_emb_CAA82387_ (Z29121) 
ZK757.1 [Caenorhabditis elegans] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



294993 

LIB3075-007-Q1-K1-B11 

BLASTX 

g2853081 

385 

5.0e-40 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



121 
70 

(AL021768) 



ATP binding protein-like [Arabidopsis thaliana] 



294994 

LIB3075-007-Q1-K1-F3 

BLASTX 

gl928981 

167 

l.Oe-20 

98 

60 

(U92651) tonoplast intrinsic protein bobTIP26-l [Brassica 
oleracea var, botrytis] 

294995 

LIB3075-007-Q1-K1-H2 

BLASTX 

g548493 

286 

l.Oe-25 

54 

98 

EXOPOLYGALACTURONASE PRECURSOR (EXOPG) (PECTINASE) 
{GALACTURAN 1, 4 -ALPHA- GALACTURON IDAS E) 

>gi 629854_pir S30067 polygalacturonase - maize 

>gi~288 612~eiab_CAA47052_ (X66422) polygalacturonase [Zea 
mays] 



Seq, No. 


294996 


Seq, ID 


LIB3075-007-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g3107905 


BLAST score 


151 


E value 


9.0e-10 


Match length 


118 


% identity 


31 


NCBI Description 


(D85101) leaf protein 


Seq. No, 


294997 


Seq. ID 


LIB3075-008-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


gll71008 


BLAST score 


197 


E value 


2.0e-15 


Match length 


58 


% identity 


59 


NCBI Description 


POLLEN ALLERGEN PHL P 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



1 PRECURSOR (PHL P I) 

>gi_629812_pir S44182 allergen Phi pi- common timothy 

>gi_473360_emb_CAA55390_ (X78813) Phi p I allergen [Phleum 
pratense] 

294998 

LIB3075-008-Q1-K1-A6 

BLASTN 

g3420038 

167 



41242 




E value 7.0e-89 

Match length 395 

% identity 43 ^ . , ^ 

NCBI Description Zea mays gypsy/Ty3-type retrotransposon Tekay, complete 

sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294999 

LIB3075-008-Q1-K1-A7 

BLASTN 

g3420038 

66 

l.Oe-28 

288 
43 

Zea mays gypsy/Ty3-type retrotransposon Tekay, complete 
sequence 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295000 

LIB3075-008-Q1-K1-B12 

BLASTX 

gl362010 

226 

l.Oe-18 

47 

23 

ubiquitin-like protein 



9 - Arabidopsis thaliana 



295001 

LIB3075-008-Q1-K1-D10 

BLASTN 

g22458 

123 

8.0e-63 

262 

87 

Z.mays pollen specific mRNA C-terminal (clone 4H7) 



295002 

LIB3075-008-Q1-K1-F10 

BLASTX 

g2369714 

605 

4.0e-63 

122 

90 

{Z97178) elongation factor 2 



[Beta vulgaris] 



295003 

LIB3075-008-Q1-K1-F6 

BLASTN 

g3184049 

51 

8.0e-20 
83 

90 . ^ 

Sorghum bicolor Fl-ATP synthase, cultivar 2077A, partial 



41243 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295004 

LIB3075-009-Q1-K1-A7 

BLASTX 

g2558666 

250 

2.0e-21 

89 

61 

{U49971) GTP binding protein RoplAt [Arabidopsis thaliana] 
>gi_3603426 (AF085480) rac-like GTP binding protein Aracll 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295005 

LIB3075-009-Q1-K1-B7 

BLASTX 

g4580389 

406 

l.Oe-39 

131 

61 

(AC007171) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295006 

LIB3075-009-Q1-K1-C3 

BLASTN 

g433041 

96 

2.0e-4 6 

156 
91 

Zea mays 
sequence 



W-22 clone PREM-IB retroelement PREM-1, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295007 

LIB3075-009-Q1-K1-D3 

BLASTN 

g4140643 

98 

l.Oe-47 

363 

66 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295008 

LIB3075-009-Q1-K1-H4 

BLASTX 

g2760084 

261 

l.Oe-22 

110 

46 

(Y16045) leucine-rich repeat protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



295009 

LIB3075-010-Q1-K1-A1 
BLASTX 



41244 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g2464901 
398 

7.0e-39 

122 

62 

{Z99708) 



putative protein [Arabidopsis thaliana] 



295010 

LIB3075-010-Q1-K1-A9 

BLASTX 

g629849 

357 

7.0e-34 

137 

55 

pectate lyase (EC 4.2, 



2.2) - maize >gi_405535 (L2ai40) 



homology with pectate lyase [Zea mays] 
295011 

LIB3075-010-Q1-K1-C11 

BLASTN 

g22458 

44 

5.0e-16 

140 

83 

Z.mays pollen specific mRNA C-terminal 



(clone 4H7) 



295012 

LIB3075-010-Q1-K1-E6 

BLASTX 

g4336747 

238 

6.0e-20 

134 

39 

(AF104924) unconventional myosin heavy chain [Zea mays] 
295013 

LIB3075-010-Q1-K1-H6 

BLASTX 

g3687301 

169 

5.0e-12 

66 

50 

{AJ006376) subtilisin-like protease [Lycopersicon 
esculentum] >gi_3687309_emb_CAA07001_ (AJ006380) 
subtilisin-like protease [Lycopersicon esculentum] 

295014 

LIB3075-011-Q1-K1-A4 

BLASTX 

g2511531 

603 

9.0e-63 
113 



41245 



II • 

% identity 98 

NCBI Description {AF008120) alpha tubulin 1 [Eleusine indica] 

>gi_3163944_emb_CAA06618_ (AJ005598) alpha-tubulin 1 
[Eleusine indica] 



Seq, No. 


295015 


Seq. ID 


LIB3075-011-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g2 7 66450 


BLAST score 


685 


E value 


2 . Oe-72 


Match length 


152 


% identity 


88 


NCBI Description 


{AF029857) cytochrome P450 CYP99A1 [Sorghum bicolor 


Seq. No. 


295016 


Seq. ID 


LIB3075-011-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


gl019946 


BLAST score 


167 


E value 


l.Oe-11 


Match length 


47 


% identity 


70 


NCBI Description 


(U37060) ascorbate peroxidase [Gossypium hirsutum] 


Seq. No. 


295017 


Seq. ID 


LIB3075-011-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g2781363 


BLAST score 


178 


E value 


6.0e-13 


Match length 


55 


% identity 


58 


NCBI Description 


(AC003113) F2401.19 [Arabidopsis thaliana] 


Seq. No. 


295018 


Seq. ID 


LIB3075-011-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


gl362010 


BLAST score 


310 


E value 


2.0e-28 


Match length 


66 


% identity 


23 


NCBI Description 


ubiquitin-like protein 9 - Arabidopsis thaliana 


Seq. No. 


295019 


Seq. ID 


LIB3075-012-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g3183991 


BLAST score 


224 


E value 


2.0e-18 


Match length 


118 


% identity 


42 


NCBI Description 


(AJ005173) P69F protein [Lycopersicon esculentum] 


Seq. No. 


295020 


Seq. ID 


LIB3075-012-Q1-K1-H5 



41246 



11 





oixrio i A 




gz 0 1 0 D 


BLAST score 


399 


E value 


4.0e-39 


Match length 


yo 


% identity 


Q A 


NCBI Description 


{AC002510) putative chloroplast envelope Ca2+-ATPase 




[Arabidopsis thaliana] 


Seq* No. 


zyoQzl 


beq. ±u 


lilboU /D-ulo— yi-i\i-A4 




rSliiiO i. A 




go D / o y J 


BLAST score 


157 


E value 


2.0e-10 


Match length 


Do 


-6 idento-ty 


A A 

44 


NCBI Description 


(L37382) beta-galactosidase-complementation protein 


- 


[Cloning vector] 


Seq. No. 


295022 


beq. lu 


TT'D'^mR ri 1 T t^^i 7\q 
lilrSoU / 0-Ulo— yi-i\l-Ao 


LYie moa 


hJliAb 1 A 


NCBI GI 


g3043428 


BLAST score 


383 


E value 


4 . ue-J / 


Match length 


93 


% identity 


76 


NCBI Description 


(AJ00534 6) 40S ribosomal protein S5 [Cicer arietmum] 


Seq. No. 


295023 


beq. iu 


LlBoU / o-Ul o-QI-KI-Bd 


Method 


ID T 7\ C rn V 


NCBI GI 


g4580389 


BLAST score 


142 


E value 


O A — 1 A 

2 . Oe-18 


Match length 


81 


% identity 


65 


NCBI Description 


{ACG07171) unknown protein [Arabidopsis thaliana] 


Seq. No. 


O A C A A A 

295024 


beq, lu 


T Tmmc: m O r\1 tx"! nQ 

LiirJou / o— uij-yi— uy 


lYicX-IlOU. 


JDij/ib -L Vi 


IN ^£3 J. oJ. 


g4 uoooz 


BLAST score 


66 


E value 


9.0e-29 


Matcn length 


86 


% identity 


94 


NCBI Description 


Zea mays pollen specific pectate lyase homologue mRNA, 




end of cds 


Seq. No. 


295025 


Seq. ID 


LIB3075-013-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g4204284 


BLAST score 


422 


E value 


2.0e-41 



41247 



11 % 



Match length 


147 


% identity 


56 


NCBI Description 


(AC003027) lcl_prt_seq No definition line found 




[Arabidopsis thaliana] 


Seq, No, 


295026 


Seq, ID 


LIB3075-013-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g4539660 


BLAST score 


239 


E value 


2 . Oe-27 


Match length 


127 


% identity 


47 


NCBI Description 


(AF061282) polyprotem [Sorghum bicolor] 


Seq. No. 


295027 


Seq. ID 


LIB3075-014-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl575130 


BLAST score 


560 


E value 


8 . Oe-58 


Match length 


110 


% identity 


100 


NCBI Description 


{U58209) lumenal binding protein cBiPe3 [Zea mays] 


Seq. No. 


295028 


Seq. ID 


LIB3075-014-Q1-K1-A12 


Method 


BLASTN 


NCBI GI 


g433038 


BLAST score 


60 


E value 


3.0e-25 


Match length 


96 


% identity 


92 


NCBI Description 


Zea mays W-22 clone cDNA7 retroelement PREM-l-contai 




mRNA 


Seq. No. 


295029 


Seq. ID 


LIB3075-014-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g4538897 


BLAST score 


227 


E value 


l.Oe-18 


Match length 


77 


% identity 


61 


NCBI Description 


(AL049482) AXllOP-like protein [Arabidopsis thaliana 


Seq. No. 


295030 


Seq. ID 


LIB3075-014-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g4559380 


hsLAbi score 


Zbl 


E value 


9.0e-23 


Match length 


103 


% identity 


53 


NCBI Description 


(AC006526) putative auxin-responsive GH3 protein 




[Arabidopsis thaliana] 



41248 




Seq. No. 


295031 


Seq. ID 


LIB3075-014-Q1-K1-F12 


Metnoa 


BLASTX 


NCBI GI 


g3163946 


BLAST score 


596 


E value 


4.0e-62 


Match length 


114 


% identity 


97 


NCBI Description 


(AJ005599) alpha-tubulm 1 [ 


Seq. No. 


295032 


Seq. ID 


LIB3075-015-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g3062907 


BLAST score 


286 


E value 


l.Oe-25 


Match length 


59 


% identity 


90 


NCBI Description 


{AB012107) myo-inositol phos 


Seq. No. 


295033 


Seq. ID 


LIB3075-015-Q1-K1-B12 


Hit J_ "L. J 

Method 


BLASTX 


NCBI GI 


g4191785 


BLAST score 


328 


E value 


l.Oe-30 


Match length 


135 


% identity 


55 


NCBI Description 


{AC005917) putative hydrolas 


Seq. No. 


295034 


Seq. ID 


LIB3075-015-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g4105800 


BLAST score 


156 


E value 


8.0e-ll 


Match length 


63 


% identity 


49 


NCBI Description 


(AF049931) PGP301 [Petunia x 


Seq. No. 


295035 


Seq. ID 


LIB3075-015-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g2832695 


BLAST score 


264 


E value 


4.0e-23 


Match length 


77 


% identity 


58 


NCBI Description 


(AL021713) putative protein 


Seq. No. 


295036 


Seq. ID 


LIB3075-015-Q1-K1-F7 


Method 


BLASTN 


NCBI GI 


g288611 


BLAST score 


82 


E value 


2.0e-38 


Match length 


158 



[Eleusine indica] 



41249 




% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 

Z.mays PG gene for polygalacturonase 
295037 

LIB3075-015-Q1-K1-G11 

BLASTX 

g4490740 

185 

2.0e-14 

59 

64 

{AL035708) 
thaliana] 



small GTP-binding protein-like [Arabidopsis 



295038 

LIB3075-015-Q1-K1-G8 

BLASTX 

gl086989 

316 

3.0e-29 

99 

67 

(S79323) plasma membrane H(+)-ATPase {Vicia faba, Otafuku, 
abaxial epidermis, guard cell protoplasts. Peptide, 963 aa] 
[Vicia faba] 



295039 

LIB3075-016-Q1-K1-H12 

BLASTX 

g2501555 

385 

4.0e-37 

101 

76 

POSSIBLE APOSPORY-ASSOCIATED PROTEIN 
possible apospory-associated protein 



C >gi_549984 (U13148) 
[Pennisetum ciliare] 



295040 

LIB3075-017-Q1-K1-A8 

BLASTX 

g3281870 

194 

8.0e-15 

104 

43 

(AL031004) putative protein [Arabidopsis thaliana] 
295041 

LIB3075-017-Q1-K1-B2 

BLASTX 

gll3621 

232 

l.Oe-19 

95 

58 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 
>gi_68196_pir ADZM f ructose-bisphosphate aldolase (EC 



41250 



4.1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295042 

LIB3075-017-Q1-K1-C6 

BLASTX 

g548493 

277 

7,0e-25 

94 

67 

EXOPOLYGALACTURONASE PRECURSOR (EXOPG) (PECTINASE) 
(GALACTURAN 1, 4-ALPHA-GALACTURONIDASE) 

>gi_629854__pir S30067 polygalacturonase - maize 

>gi_288612_emb_CAA47052_ (X66422) polygalacturonase 
mays] 



[Zea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295043 

LIB3075-017-Q1-K1-C9 

BLASTX 

g729944 

204 

l.Oe-17 

68 

72 

POLLEN ALLERGEN ZEA M 1 (ZEA M I) >gi_47 8272_pir JC1524 

major allergen ml protein - maize >gi_293902 {L14271) Zea 
ml [Zea mays] 

295044 

LIB3075-017-Q1-K1-F1 

BLASTX 

g4467124 

255 

5.0e-22 

139 

34 

(AL035538) hypothetical protein [Arabidopsis thaliana] 
295045 

LIB3075-017-Q1-K1-F2 

BLASTX 

g3420057 

286 

l.Oe-25 

124 

70 

{AC004680) putative ABC transporter [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



295046 

LIB3075-017-Q1-K1-H9 

BLASTX 

gl29940 

362 

l.Oe-34 
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105 
70 

EXOPOLYGALACTURONASE PRECURSOR (EXOPG) (PECTINASE) 
{GALACTURAN 1, 4-ALPHA-GALACTURONIDASE) 

>gi 100911_pir S18570 polygalacturonase (EC 3.2.1-15) 

precursor - maize >gi_22417_einb_CAA40850_ {X57627) 
polygalacturonase [Zea mays] >gi_22419__einb_CAA4 4 24 9_ 
(X62385) polygalacturonase [Zea mays] 

>gi__288374_emb__CAA46679_ {X65844) polygalacturonase [Zea 
mays] 

Seq. No. 295047 

Seq. ID LIB3075-018-Q1-K1-C11 

Metliod BLASTX 

NCBI GI g4150963 

BLAST score 165 

E value 2.0e-ll 

Match lengtli 60 

% identity 58 

NCBI Description (Y18620) DsPTPl protein [Arabidopsis thalxana] 

Seq. No. 295048 

Seq. ID LIB3075-018-Q1-K1-D2 

Method BLASTX 

NCBI GI g2911058 

BLAST score 154 

E value 3.0e-10 

Match length 79 

% identity 44 , 
NCBI Description (AL021961) putative protein [Arabidopsis thaliana] 

Seq. No. 295049 

Seq. ID LIB3075-018-Q1-K1-G6 

Method BLASTX 

NCBI GI g2244990 

BLAST score 195 

E value 5.0e-15 

Match length 88 

% identity 48 

NCBI Description (Z9734 0) similarity to LIM homeobox protein - 
Caenorhabditis [Arabidopsis thaliana] 



Match length 

% identity 

NCBI Description 



Seq. No. 295050 

Seq. ID LIB3075-019-Q1-K1-B8 

Method BLASTN 

NCBI GI g22258 

BLAST score 147 

E value 5.0e-77 

Match length 155 

% identity 99 

NCBI Description Maize DNA for Dsl03 controlling element (Dsl-re 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



295051 

LIB3075-019-Q1-K1-C5 

BLASTN 

g433043 

37 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-ll 

49 

94 

Zea mays W-22 clone PREM-IE retroelement PREM-1, partial 
sequence 

295052 

LIB3075-019-Q1-K1-E9 

BLASTX 

g2244876 

249 

2.0e-21 

86 
58 

(Z97338) hypothetical protein [Arabidopsis thaliana] 
295053 

LIB3075-019-Q1-K1-G10 

BLASTX 

g2827631 

174 

9.0e-13 

69 

51 

(AL021636) putative protein [Arabidopsis thaliana] 
295054 

LIB3075-019-Q1-K1-G12 

BLASTX 

g2982459 

162 

3.0e-ll 

89 

38 

(AL022223) putative protein [Arabidopsis thaliana] 
295055 

LIB3075-019-Q1-K1-G4 

BLASTX 

g3281853 

186 

6.0e-14 

62 
58 

(AL031004) putative protein [Arabidopsis thaliana] 
295056 

LIB3075-019-Q1-K1-G7 

BLASTX 

g3281853 

265 

3.0e-23 

70 
69 

(AL031004) putative protein [Arabidopsis thaliana] 



Seq. No. 



295057 



41253 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
.Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3075-019-Q1-K1-G8 

BLASTX 

g3660471 

158 

4.0e-ll 
55 
64 

(AJ001809) 



succinate dehydrogenase flavoprotein alpha 



subunit [Arabidopsis thaliana] 
295058 

LIB3075-020-Q1-K1-A5 

BLASTX 

gll69421 

300 

2.0e-27 

105 

59 

DEVELOPMENTALLY REGULATED GTP-BINDING PROTEIN DRG (XDRG) 
>gi 2120159 pir 151426 GTP-binding protein DRG - African 
clawed f rog">gi_433422_dbj_BAA02978_ (D13865) GTP-binding 
protein DRG [Xenopus laevis] 

295059 

LIB3075-020-Q1-K1-B4 

BLASTN 

g4140643 

45 

5.0e-16 

81 
89 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 

295060 

LIB3075-020-Q1-K1-B8 

BLASTN 

g4140643 

131 

2.0e-67 

410 

88 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 

295061 

LIB3075-020-Q1-K1-C10 

BLASTX 

g626029 

257 

3,0e-22 

63 

73 

pollen allergen Lol p XI - perennial ryegrass 

>gi_158224 9_prf 2118270A allergen Lol p XI [Lolium 

perenne] 



41254 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295062 

LIB3075-020-Q1-K1-E10 

BLASTX 

gll71005 

212 

6.0e-17 

121 

38 

MAJOR POLLEN ALLERGEN HOL L 1 PRECURSOR (HOL L I) 

>gi 1085628_pir S38581 allergen Hol-ll - Holcus lanatus 

>gi3l4703_einb_CAA81610_ (Z27084) allergen Hol-ll [Holcus 
lanatus] 



295063 

LIB3075-020-Q1-K1-E5 

BLASTN 

g3452297 

56 

l.Oe-22 

274 
86 

Zea mays retrotransposon Ji-4 5' 



LTR, partial sequence 



295064 

LIB3075-020-Q1-K1-G4 

BLASTX 

g4490330 

638 

8.0e-67 

149 

83 

(AL035656) splicing factor-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Seq. ID 
Method 



295065 

LIB3075-020-Q1-K1-H4 

BLASTX 

g4218991 

166 

2.0e-ll 

59 

53 

(AF098632) subtilisin-like protease [Arabidopsis thaliana] 
295066 

LIB3075-021-Q1-K1-A11 

BLASTX 

g4539351 

334 

3.0e-31 

138 
50 

(AL035539) putative protein [Arabidopsis thaliana] 
295067 

LIB3075-021-Q1-K1-A8 
BLASTN 
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NCBI GI 


g4 14U 04 J 


BLAST score 


70 


E value 


5.0e-31 


Match length 


94 


% identity 


94 


NCBI Description 


Zea mays cosmid 11 




complete sequence 


Seq. No. 


n f\ c r\ a 

295068 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g3378527 


BLAST score 


335 


E value 


2 . Oe-31 


Match length 


101 


% identity 


64 


NCBI Description 


(AJ2z4oob) antner 


Seq. No. 


295069 


Seq. ID 


LIBoU / o-Uzl-yi"*i\l- 


Method 


TIT TV omv 

BLASTX 


NCBI GI 


gllo4 / / 0 


BLAST score 


586 


E value 


8.0e-61 


Match length 


116 


% identity 


97 


NCBI Description 


{U45857) cytosoli 




GAPC4 [Zea mays] 


Seq. No. 


295070 


Seq. ID 


T TTlOATC A01 r\1 Vl 

LIBiU /D-Uzi-yi-Ki 


Method 


T3T TV OT^M 


NCBI GI 


g3758826 


BLAST score 


41 


E value 


l.Oe-13 


Match length 


89 


% identity 


87 



.2E10 22-kDa alpha zein gene cluster, 



NCBI Description 



channel protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295071 

LIB3075-021-Q1-K1-F8 

BLASTX 

g629852 

451 

6.0e-45 

133 

74 

polygalacturonase - maize >gi_288367_emb__CAA4 6680_ (X65845) 
polygalacturonase [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



295072 

LIB3075-021-Q1-K1-F9 

BLASTX 

g99808 

212 

2.0e-17 
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Match length 72 

^ ^"^^DescJiption gene BplO protein - rape >gi_17797_erab_CAA47178_ (X66609) 
Bplo [Brassica napus] 



NCBI 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295073 

LIB3075-021-Q1-K1-H5 

BLASTX 

gl076511 

515 

2.0e-52 

146 

68 

H+-transporting ATPase (EC 3.6.1.35) - kidney bean 
>gi_758250_emb_CAA59799_ {X85804) H ( + ) -transporting ATPase 
[Phaseolus vulgaris] 

295074 

LIB3075-022-Q1-K1-B11 

BLASTN 

g22458 

46 

6.0e-17 

74 
91 

Z.mays pollen specific 



mRNA C-terminal (clone 4H7} 



295075 

LIB3075-022-Q1-K1-E4 

BLASTX 

g4581150 

142 

4.0e-09 

61 

51 

(AC006919) hypothetical protein [Arabidopsxs thalxana] 
295076 

LIB3075-022-Q1-K1-F1 

BLASTX 

g3492806 

148 

8.0e-10 

60 
52 

(AJ225045) adventitious rooting related oxygenase [Malus 
domestical 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295077 

LIB3075-022-Q1-K1-F6 

BLASTX 

g3212854 

152 

3.0e-10 

50 

58 

{AC004005) unknown protein [Arabidopsis thaliana] 



41257 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295078 

LIB3075-022-Q1-K1-F8 

BLASTN 

g4140643 

59 

2.0e-24 

107 

89 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295079 

LIB3075-022-Q1-K1-H9 

BLASTX 

g4586242 

261 

l.Oe-25 

96 

67 

(AL049640) 
thaliana] 



putative protein (fragment) [Arabidopsis 



Seq. No. 


295080 


Seq. ID 


LIB3075-023-Q1-K1-B10 


Method 


BLASTN 


NCBI GI 


g4206305 


BLAST score 


45 


E value 


3.0e-16 


Match length 


174 


% identity 


80 


NCBI Description 


Zea mays retrotransposon 


Seq. No. 


295081 


Seq. ID 


LIB3075-023-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g4512667 


BLAST score 


201 


E value 


2.0e-23 


Match length 


101 


% identity 


58 


NCBI Description 


{AC006931) putative MAP 


Seq. No. 


295082 


Seq. ID 


LIB3075-023-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g3249105 


BLAST score 


438 


E value 


2.0e-43 


Match length 


134 


% identity 


59 


NCBI Description 


{AC003114) Contains simi 




(ABIl) gb_X78886 from A. 


Seq. No. 


295083 


Seq. ID 


LIB3075-023-Q1-K1-E9 


Method 


BLASTX 



[ Arabidops i s thai i ana ] 



41258 



NCBI GI 


g3548810 






E value 


2.0e-13 


Match length 


119 


% identity 


40 


NCBI Description 


(AC005313) putative chloroplast nucleoid DNA binding 




protein [Arabidopsis thaliana] 


Seq. No. 


295084 


Seq. ID 


LIB3075-023-Q1-K1-F10 


Method 


BLASTX 




y o -?o-j X J u 


BLAST score 


157 


E value 


4.0e-ll 


Match length 


49 


% identity 


61 


NCBI Description 


(AC005106) T25N20.14 [Arabidopsis thaliana] 


Seq. No. 


295085 


Seq, ID 


LIB3075-023-Q1-K1-G11 


Method 


BLASTX 




go u y o ^ 


BLAST score 


194 


E value 


6.0e-15 


Match length 


95 


% identity 


48 


NCBI Description 


(Y12782) putative villin [Arabidopsis thaliana] 


Seq. No. 


295086 


Seq. ID 


LIB3075-023-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g422032 


oj-trio i soure 


1 


E value 


2.0e-12 


Match length 


79 


% identity 


56 


NCBI Description 


profilin 2 - maize >gi_313140_emb__CAA51719_ (X73280) 




profilin 2 [Zea mays] 


Seq. No. 


295087 


Seq. ID 


LIB3075-024-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g3193316 






E value 


3.0e-30 


Match length 


117 


% identity 


61 


NCBI Description 


(AF069299) contains similarity to nucleotide sugar 




epimerases [Arabidopsis thaliana] 


Seq. No. 


295088 


Seq. ID 


LIB3075-025-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


gl763711 


BLAST score 


149 


E value 


2.0e-09 


Match length 


101 
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% identity 37 , ^ . -, ^ ■ 

NCBI Description {Z83337) similar to B. subtilis YcsE hypothetical protein 
[Bacillus subtilis] >gi_2636154_emb_CABl5646 . 1_ (Z99122) 
similar to hypothetical proteins [Bacillus subtilis] 



Seq. No. 
Seq. ID 

Method 

NCBI GI ^ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295089 

LIB3075-025-Q1-K1-C1 

BLASTX 

gll2994 

330 

5,0e-31 

74 

8 9 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID- INDUCIBLE PROTEIN 
>gi 82685 pir S04536 embryonic abundant protein, 
glycine-rlch - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 295090 

Seq. ID LIB3075-025-Q1-K1-E11 

Method BLASTX 

NCBI GI g4325045 

BLAST score 243 

E value l.Oe-20 

Match length 126 

% identity 4 6 

NCBI Description (AF117 660) S-adenosylmethionine decarboxylase precursor 
[Triticum aestivum] 

Seq. No. 295091 

Seq. ID LIB3075-025-Q1-K1-E2 

Method BLASTX 

NCBI GI g2983448 

BLAST score 175 

E value 5.0e-28 

Match length 127 

% identity 57 . n • i 

NCBI Description (AE000714) cell division protein FtsH [Aquifex aeoiicusj 

Seq, No. 295092 

Seq. ID LIB3075-025-Q1-K1-G1 

Method BLASTX 

NCBI GI g3891593 

BLAST score 585 

E value l.Oe-60 

Match length 112 

% identity 100 

NCBI Description Structure Of Glutathione S-Transf erase lii In Apo Form 



Seq. No. 295093 

Seq. ID LIB3075-025-Q1-K1-H6 

Method BLASTX 

NCBI GI g2245021 

BLAST score 327 

E value 2.0e-30 



41260 




Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. 
Seq. 



No, 
ID 



Method 



135 
54 

(Z97341) heat shock protein 110 homolog [Arabidopsis 
thaliana] 

295094 

LIB3075-026-Q1-K1-B1 

BLASTN 

g22458 

118 

6.0e-60 

214 

89 

Z.mays pollen specific mRNA C-terminal (clone 4H7) 
295095 

LIB3075-026-Q1-K1-B9 

BLASTX 

gll71005 

143 

2.0e-14 

106 

41 

MAJOR POLLEN ALLERGEN HOL L 1 PRECURSOR (HOL L I) 

>gi_1085628_pir S38581 allergen Hol-ll - Holcus lanatus 

>gi_414703_einb_CAA81610_ (Z27084) allergen Hol-ll [Holcus 
lanatus] 

295096 

LIB3075-026-Q1-K1-E12 
BLASTX 



NCBI GI 


g464470 


BLAST score 


362 


E value 


l.Oe-34 


Match length 


85 


% identity 


80 


NCBI Description 


PROFILIN 3 >gi 




>gi_313142_einbj 


Seq. No. 


295097 


Seq. ID 


LIB3075-026-Q1-] 


Method 


BLASTX 


NCBI GI 


g3551838 


BLAST score 


174 


E value 


9.0e-13 


Match length 


83 


% identity 


43 


NCBI Description 


{AF070967) SKPl 


Seq. No. 


295098 


Seq. ID 


LIB3075-026-Q1- 


Method 


BLASTX 


NCBI GI 


g4490704 


BLAST score 


437 


E value 


3,0e-43 


Match length 


102 


% identity 


82 



' S35798 profilin 3 

(X73281) profilin 3 



- maize 
[Zea mays] 
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NCBI Description 



(AL035680) putative protein [Arabidopsis thaliana] 



Seq. No. 


295099 


beq. ID 




Method 


BLASTN 


NCBI GI 


g313141 


BLAST score 


40 


E value 


2.0e-13 


Match length 


64 


% identity 


91 


NCBI Description 


Z.mays ZmPR03 mRNA for profilin 


Seq. No. 


295100 


beq. ID 


TT'D'smi^ n o ^; ai tzi i?q 
LxdoU / O-UZfD-yi-Kl-r y 


Method 


BLASTX 


NCBI GI 


g3935167 


BLAST score 


165 


E value 


9.0e-12 


Match length 


63 


% identity 


52 


NCBI Description 


(AC004557) F17L21.10 [Arabidops: 


Seq. No. 


295101 


Seq. ID 


LIB3075-026-Q1-K1-G11 


Method 


n T TV m HT 

BLASTN 


NCBI GI 


g603189 


BLAST score 


60 


E value 


3.0e-25 


Match length 


180 


% identity 


84 


NCBI Description 


Zea mays translation initiation 




complete cds 


Seq. No. 


295102 


Seq. ID 


LIB3075-026-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


gll2994 


BLAST score 


303 


E value 


7.0e-2e 


Match length 


72 


% identity 


83 



NCBI Description 



GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA- inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295103 

LIB3075-026-Q1-K1-H9 

BLASTX 

g2980770 

230 

4.0e~19 

77 

57 

{AL022198) putative protein kinase [Arabidopsis thaliana] 



41262 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295104 

LIB3075-027-Q1-K1-C11 

BLASTX 

g2500195 

292 

3.0e-26 

116 

57 

RAC-LIKE GTP BINDING PROTEIN RHOl >gi_974780_einb_CAA89050_ 
(Z49191) small G protein [Beta vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295105 

LIB3075-027-Q1-K1-D5 

BLASTX 

g4587554 

289 

6.0e-26 

84 

61 

(AC006577) Similar to gb_AJ005701 Na/Ca, K-exchanger from 
Caenorhabditis elegans . ESTs gb_T04173 and gb__AA585918 
come from this gene. [Arabidopsijs thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295106 

LIB3075-027'Q1-K1-E11 

BLASTX 

gl781115 

152 

6.0e-10 

49 

55 

(Z83864) glpQl [Mycobacterium tuberculosis] 
295107 

LIB3075-027-Q1-K1-G6 

BLASTX 

g3258569 

218 

9.0e-18 

79 

61 

(U89959) Similar to yeast general negative regulator of 
transcription subunit 1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



295108 

LIB3075-027-Q1-K1-G7 

BLASTX 

g2129575 

160 

5.0e-ll 

77 
47 

DNA repair protein homolog XPBara 
295109 

LIB3075-028-Q1-K1-A10 



Arabidopsis thaliana 



41263 




Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g2127768 

158 

l.Oe-10 

66 

48 

arsenical pump-driving ATPase homolog - Methanococcus 
jannaschii >gi_1591774 (U67556) arsenical pump-driving 
ATPase (arsA) [Methanococcus jannaschii] 

295110 

LIB3075-028-Q1-K1-B5 

BLASTX 

g629852 

396 

l.Oe-38 

87 

89 

polygalacturonase 
polygalacturonase 



- maize >gi__288367_emb_CAA4 6680_ {X65845) 
[Zea mays] 



295111 

LIB3075-028-Q1-K1-C2 

BLASTX 

g4505291 

142 

8.0e-09 

103 

35 

myxovirus (influenza) resistance 1, homolog of murine 
(interferon-inducible protein p78) 

>gi_127566_sp_P20591_MXl_HUMAN INTERFERON -REGULATED 
RESISTANCE GTP-BINDING PROTEIN MXA ( INTERFERON- INDUCED 
PROTEIN P78) (IFI-78K) >gi__190136 {M33882) p78 protein 
[Homo sapiens] 

295112 

LIB3075-028-Q1-K1-C7 

BLASTX 

g399334 

173 

4.0e-21 

64 

66 

CYSTATIN I PRECURSOR {CORN KERNEL CYSTEINE PROTEINASE 

INHIBITOR) >gi_322868__pir S27239 cysteine proteinase 

inhibitor - maize >gi_217962__dbj_BAA01472_ (D10622) corn 
cystatin I [Zea mays] 

295113 

LIB3075-028-Q1-K1-D2 

BLASTX 

g3451074 

252 

5.0e-22 

83 

63 



41264 



NCBI Description 



(AL031326) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295114 

LIB3075-028-Q1-K1-E5 

BLASTX 

g3236250 

158 

9.0e-ll 

47 

60 

(AC004684) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295115 

LIB3075-028-Q1-K1-H11 

BLASTX 

g548492 

270 

8.0e-24 

128 

45 

EXOPOLYGALACTURONASE PRECURSOR (EXOPG) (PECTINASE) 
(GALACTURAN 1, 4 -ALPHA- GALACTURON IDAS E) 

>gi_629853^ir S30066 polygalacturonase - maize 

>gi_288379_einb_CAA45751_ {X64408) polygalacturonase 
mays] 



[Zea 



Seq. No. 


295116 


Seq- ID 


LIB3075-029-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g4138262 


BLAST score 


236 


E value 


3.0e-20 


Match length 


80 


% identity 


62 


NCBI Description 


(Y08161) aquaporin 1 [Nicot 


Seq. No. 


295117 


Seq. ID 


LIB3075-029-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g2832695 


BLAST score 


217 


E value 


l,0e-17 


Match length 


105 


% identity 


46 


NCBI Description 


(AL021713) putative protein 


Seq. No. 


295118 


Seq. ID 


LIB3075-029-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3860256 


BLAST score 


202 


E value 


6.0e-16 


Match length 


85 


% identity 


51 


NCBI Description 


CAC005824) putative tRNA is 



transferase [Arabidopsis thaliana] 



41265 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295119 

LIB3075-029-Q1-K1-E1 

BLASTN 

g5091496 

44 

l.Oe-15 

64 

92 

Oryza sativa genomic DNA, chromosome 6, clone P0680A03, 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295120 

LIB3075-029-Q1-K1-E4 

BLASTN 

g22458 

201 

l.Oe-109 

293 

92 

Z.mays pollen specific mRNA C-terminal 



(clone 4H7) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295121 

LIB3075-029-Q1-K1-E6 

BLASTX 

g2623299 

170 

3.0e-12 

65 

54 

(AC002409) hypothetical protein [Arabidopsxs thaliana] 
295122 

LIB3075-029-Q1-K1-E9 

BLASTX 

gl084457 

322 

9.0e-30 

139 

51 

elongation factor 1-beta - Rice >gi_432368__dbj_BAA04903_ 
(D23674) elongation factor 1 beta [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295123 

LIB3075-030-Q1-K1-A10 

BLASTX 

g4510345 

149 

l.Oe-09 

43 

56 

{AC006921) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



295124 

LIB3075-030-Q1-K1-D3 

BLASTX 

gll70373 

321 



41266 



E value 


4.0e-30 


iYla.L.OXi ±eiiytii 


o o 


% identity 


IB 


NCBI Description 


HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_10724 73_pir S46, 




heat shock cognate protein 70-1 - Arabidopsis thaliana 




>gi_397482_einb_CAA52684_ (X74 604) heat shock protein 70 




cognate [Arabidopsis thaliana] 


Seq. No, 


295125 


Seq. ID 


LIB3075-030-Q1-K1-E10 


Method 


BLASTN 






BLAST score 


36 


E value 


9.0e-ll 


Match length 


40 


% identity 


97 


ISICBI Description 


Human butyrophilin {BTF5) mRNA, complete cds 


Seq. No. 


295126 


Seq. ID 


LIB3075-030-Q1-K1-E7 


Method 


BLASTX 




g u / y Jl 


BLAST score 


227 


E value 


5.0e-19 


Match length 


81 


% identity 


64 


NCBI Description 


(AB013353) UDP-glucose pyrophosphorylase [Pyrus pyrifol 


Seq. No. 


295127 


Seq. ID 


LIB3075-030-Q1-K1-F1 


Method 


BLASTX 




gilo4 OOZ 


BLAST score 


300 


E value 


3.0e-27 


Match length 


86 


% identity 


64 


NCBI Description 


{Z68291) cysteine protease [Pisum sativum] 


Seq. No. 


295128 


Seq. ID 


LIB3075-031-Q1-K1-B5 


Method 


BLASTX 




gz 4 04. / ^0 


BLAST score 


174 


E value 


2.0e"12 


Match length 


73 


% identity 


44 


NCBI Description 


(AC002292) Hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


295129 


Seq. ID 


LIB3075-031-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g2245131 


BLAST score 


154 


E value 


3.0e-10 


Match length 


62 


% identity 


53 


NCBI Description 


(Z97344) hypothetical protein [Arabidopsis thaliana] 



41267 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295130 

LIB3075-032-Q1-K1-B3 

BLASTX 

gll3621 

162 

6.0e-20 

85 
69 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68196_pir ^ADZM fructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295131 

LIB3075-032-Q1-K1-C11 

BLASTX 

gl706261 

428 

3.0e-42 

121 

74 

CYSTEINE PROTEINASE 2 
cysteine proteinase 2 



PRECURSOR >gi_2118129_pir S59598 

precursor - maize 



>gi_64 4 4 90_dbj_BAA0 82 45_ {D45403) cysteine proteinase [Zea 
mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295132 

LIB3075-032-Q1-K1-C12 

BLASTX 

gl076791 

438 

l.Oe-43 

110 

74 

calcium-binding protein - maize >gi_2119370_pir S58170 

Calreticulin precursor - maize >gi_577 612_emb_CAA86728_ 
(Z46772) calcium-binding protein [Zea mays] 
>gi_927572_emb_CAA61939_ {X89813) Calreticulin precursor 

[Zea mays] >gi_1587033_prf 2205314A calreticulin [Zea 

mays] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



295133 

LIB3075-032-Q1-K1-G6 

BLASTX 

g3355486 

208 

l.Oe-16 

93 

54 

(AC004218) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



295134 

LIB3075-033-Q1-K1-A12 
BLASTX 



41268 



NCBI GI 

BLAST score 

E Value 

Match length 

% identity 

NCBI Description 



g4263787 
179 

2.0e-13 

80 

46 

(AC006068) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295135 

LIB3075-033-Q1-K1-C1 

BLASTX 

g90626 

143 

l.Oe-10 

77 

53 

histone H4 (clone 53) - mouse >gi_51311_emb_CAA31622 
(X13236) histone H4 (AA 1 - 103) [Mus musculus] 



Seq. No. 


295136 


Seq. ID 


LIB3075-033-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g3093294 


BLAST score 


322 


E value 


8.0e-30 


Mat r* h 1 en nt' h 


147 


% identitv 


53 




fY1?7ft?\ m]t;5t-ivp vi 1 1 i n FArahidons 


Seq. No. 


295137 


Seq. ID 


LIB3075-033-O1-K1-E9 


Method 


BLASTN 


NCBI GI 


g288611 


BLAST score 


169 


E value 


4.0e-90 


Match length 


365 


% identity 


87 


NCBI Description 


Z.mays PG gene for polygalacturonas 


Seq. No. 


295138 


Seq, ID 


LIB3075-033-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g2443755 


BLAST score 


188 


E value 


3.0e-14 


Match length 


73 


% identity 


60 


NCBI Description 


(AF020433) cyclophilin [Arabidopsis 


Seq. No. 


295139 


Seq. ID 


LIB3075-033-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g464863 


BLAST score 


216 


E value 


6.0e-18 


Match length 


65 


% identity 


71 


NCBI Description 


26S PROTEASE REGULATORY SUBUNIT 8 ( 



(TAT-BINDING PROTEIN 



41269 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



fiOMOLOG 10) >gi_422297_pir JN0610 probable transcription 

factor DdTBPlO - slime mold (Dictyostelium discoideiim) 
(fragment) >gi_290057 (L16579) HIVl TAT-binding protein 
[Dictyostelium discoideum] 

295140 

LIB3075-034-Q1-K1-A10 

BLASTX 

g2832691 

204 

7.0e-i9 

102 

47 

{AL021713) 
thaliana] 



polygalacturonase-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295141 

LIB3075-034-Q1-K1-A8 

BLASTX 

g4432860 

164 

3.0e-ll 

107 

16 

(AC006300) putative glucose-induced repressor protein 
[Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score) 

E value 

Match length 

% identity 

NCBI Description 



295142 

LIB3075-034-Q1-K1-B3 

BLASTX 

gl076820 

148 

l.Oe-09 

105 

43 

phosphoglycerate mutase 



(EC 5.4.2.1) - maize 



295143 

LIB3075-034-Q1-K1-B4 

BLASTX 

g548492 

232 

2.0e-19 

102 

45 

EXOPOLYGALACTURONASE PRECURSOR (EXOPG) (PECTINASE) 
(GALACTURAN 1, 4-ALPHA-GALACTURONIDASE) 

>gi_629853_pir S30066 polygalacturonase - maize 

>gi_288379_emb_CAA45751_ (X64 4 08) polygalacturonase 
mays] 



[Zea 



Seq, No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



295144 

LIB3075-034-Q1-K1-E9 

BLASTX 

g4539320 

491 

l.Oe-49 



41270 



Match length 

% identity 

NCBI Description 



131 
66 

(AL035679) 
thaliana] 



putative endo-1, 4-beta-glucanase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295145 

LIB3075-035-Q1-K1-B10 

BLASTN 

g22418 

53 

4.0e-21 

193 

82 

Z.mays gene for polygalacturonase (clone 17) 
295146 

LIB3075-035-Q1-K1-D10 

BLASTX 

gll2994 

324 

2.0e-30 

70 
93 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ {X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 


295147 


Seq. ID 


LIB3075-040-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g3096927 


BLAST score 


287 


E value 


2,0e-32 


Match length 


119 


% identity 


66 


NCBI Description 


(AL023094) putative prot 


Seq. No. 


295148 


Seq. ID 


LIB3075-040-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g283050 


BLAST score 


170 


E value 


9,0e-21 


Match length 


83 


% identity 


73 


NCBI Description 


polygalacturonase (EC 3. 



[Arabidopsis thaliana] 



.2.1,15) precursor (clone W2265) 
maize (fragment) >gi_22428__emb_CAA44247_ (X62383) 
polygalacturonase [Zea mays] 

Seq. No. 295149 

Seq. ID LIB3075-040-Q1-K1-B6 

Method BLASTN 

NCBI GI ^ g829147 

BLAST score 49 



41271 




E value 
Match length 
% identity 
NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

S value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e^l9 

128 
85 

Z.mays gene for cyclophilin 
295150 

LIB3075-040-Q1-K1-D9 

BLASTX 

g2137216 

189 

2.0e-14 

98 

39 

cellular nucleic acid binding protein clone 6 - mouse 
>gi_50471_emb_CAA45345_ (X63866) cellular nucleic acid 
binding protein clone 6 [Mus rtius cuius] 
>gi__50473_einb_CAA77896_ (211870) cellular nucleic acid 
binding protein clone 6 [Mus musculus] 

295151 

LIB3075-041-Q1-K1-B4 

BLASTX 

g2190419 

253 

7.0e-22 

116 

44 

(Y13632) dam [Lycopersicon esculentum] 
295152 

LIB3075-041-Q1-K1-C5 

BLASTX 

gl946356 

317 

3.0e-29 

114 

47 

(U93215) hypothetical protein H1.2flk [Arabidopsis 
thaliana] >gi_28 80041 (AC00234 0) hypothetical protein 
H1.2flk [Arabidopsis thaliana] 

295153 

LIB3075-041-Q1-K1-D4 

BLASTX 

gl29940 

193 

l.Oe-21 

83 
67 

EXOPOLYGALACTURONASE PRECURSOR (EXOPG) (PECTINASE) 
(GALACTURAN 1, 4-ALPHA-GALACTURONIDASE) 

>gi_100911_j)ir S18570 polygalacturonase (EC 3.2.1,15) 

precursor - maize >gi_22417_emb_CAA40850_ (X57627) 
polygalacturonase [Zea mays] >gi_22419__emb_CAA44249_ 
(X62385) polygalacturonase [Zea mays] 

>gi_288374_emb_CAA46679_ (X65844) polygalacturonase [Zea 
mays] 



41272 




Seq. No. 


295154 


Seq. ID 


LIB3075-041-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g283050 


oLAb i scoire 




E value 


8.0e-20 


Match length 


56 


% identity 


86 


NCBI Description 


polygalacturonase (EC 3.2.1.15) precursor (clone W2265 




maize (fragment) >gi_22428_emb_CAA44247_ (X 62 38 3) 




polygalacturonase [Zea mays] 


Seq. No, 


295155 


Seq. ID 


LIB3075-041-Q1-K1-F12 


Method 


TIT 7\ r» rn-tr 

BLASTX 


NCBI GI 


g3421378 


BLAST score 


143 


E value 


5.0e-09 


Match length 


58 


% identity 


47 


NCBI Description 


(AF080249) kinesin-like heavy chain [Arabidopsis thali 


Seq. No. 


295156 


Seq. ID 


LIB3075-041-Q1-K1-F5 


Method 


BLASTN 


NCBI GI 


g829147 


BLAST score 


110 


E value 


4.0e-55 


Match length 


233 


% identity 


87 


NCBI Description 


2. mays gene for cyclophilin 


Seq, No. 


295157 


Seq. ID 


LIB3075-041-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g4335731 


BLAST score 


215 


E value 


2-0e-17 


Match length 


100 


% identity 


45 


NCBI Description 


(AC006248) putative polyprotein [Arabidopsis thaliana] 


Seq. No. 


295158 


Seq. ID 


LIB3075-042-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


gl702988 


BLAST score 


161 


E value 


4 .Oe-11 


Match length 


73 


% identity 


42 


NCBI Description 


14-3-3-LIKE PROTEIN GF14 UPSILON >gi_1508785 (L091C9) 




upsilon chain [Arabidopsis thaliana] 




>gi_2232148_gb_AAB62225_ (AF001415) 14-3-3-like protei 




GF14 upsilon [Arabidopsis thaliana] 


Seq. No. 


295159 



GF14 



41273 



t 



Seq. ID 


LIB3075-042-Q1-K1- 


-Dll 


Method 


BLASTX 




NCBI GI 


g4006978 




J_J ±J^CiXJ J. O V_> \y J- ^ 


180 




IT TXa 1 11(3 


^ Dp-I ^ 










o X L. J. v« y 


^7 




M(^RT T^oQ (""VT <^T» 


\r\U ±0 A. O O U } ^wXX^ll 


cixxcxc^cxi ^yxuti^ XX/ L * u-douyxuiij 


* J.^ • 


295160 




Seq. ID 


LIB307 5-042-O1-K1- 


-04 


Method 


BLASTX 




NCBI GI 


g283049 




BLAST score 


173 




E value 


7.0e-13 




Match length 


55 




% identity 


67 




NCBI Description 


polygalacturonase 


(EC 3.2.1.15) precursor (clone W2247) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



maize (fragment) >gi_481079_pir S37718 polygalacturonase 

maize >gi_22426_emb_CAA44248_ (X62384) polygalacturonase 
[2ea mays] >gi_287830_emb_CAA47234_ (X66692) 
polygalacturonase [2ea mays] 

295161 

LIB3075-042-Q1-K1-D5 

BLASTX 

g4191797 

189 

2.0e-14 

103 

44 

(AC005917) putative receptor protein kinase, 3' partial 
[Arabidopsis thaliana] 

295162 

LIB3075-042-Q1-K1-G7 

BLASTX 

gl575705 

142 

5.0e-09 

39 

62 

(U70480) abscission polygalacturonase [Lycopersicon 
esculentum] >gi_2459813 (AFOOlOOl) polygalacturonase 2 
[Lycopersicon esculentum] 



295163 

LIB3075-043-Q1-K1-C3 

BLASTX 

g3372671 

327 

2.0e-30 

89 

66 

(AF0 6128 6) gamma-adaptin 



1 [Arabidopsis thaliana] 



Seq. No. 



295164 



41274 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 




LIB3075-043-Q1-K1-C6 

BLASTX 

g4454484 

355 

l.Oe-42 

115 
77 

{AC006234) 
thaliana] 



putative diacylglycerol kinase [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295165 

LIB3075-043-Q1-K1-D3 

BLASTX 

g542036 

239 

4.0e-20 

72 
65 

TDR8 protein - tomato >gi_19388_einb_CAA43172_ (X60760) TDR8 
[Lycopersicon esculentum] 



Seq. No. 


295166 


Seq. ID 


LIB3075-043-Q1-K1-G2 


Method 


BLASTN 


NCBI GI 


g248336 


BLAST score 


180 


E value 


9.0e-97 




245 


o j-v^^ii u> -U L- y 


80 






Seq. No. 


295167 


Seq. ID 


LIB3075-043-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


g320553 


BLAST score 


221 


E value 


4,0e-18 


Match length 


63 


% identity 


67 


NCBI Description 


anthranilate synthase 




Arabidopsis thaliana 


Seq. No. 


295168 


Seq. ID 


LIB3075-044-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g2130133 


BLAST score 


342 


E value 


2.0e-37 


Match length 


78 


% identity 


91 


NCBI Description 


heat shock factor (cl< 


Seq. No. 


295169 


Seq. ID 


LIB3075-044-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g4027901 


BLAST score 


152 



3841 nt] 



(EC 4.1.3.27) alpha-2 chain - 



maize (fragment) 



41275 



E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-10 

51 
51 

{AF049355) alpha-expansin precursor [Nicotiana tabacum] 
295170 

LIB3075-045-Q1-K1-B7 

BLASTX 

g3493019 

231 

2,0e-19 

91 
57 

(AF079247) granule-bound starch synthase [Cymbopogon 
commutatus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295171 

LIB3075-045-Q1-K1-D1 

BLASTX 

g2444180 

392 

5.0e-38 

136 

55 

{U94785) unconventional myosin [Helianthus annuus} 



295172 

LIB3075-045-Q1-K1-D10 

BLASTX 

g442691 

191 

8.0e-15 

90 

47 

Beta-Amylase (E.C.3.2.1.2) 
{Alpha-14-Maltohydrolase) 



Complex With Alpha-Cyclodextrin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



295173 

LIB3075-045-Q1-K1-D3 

BLASTX 

g2498576 

321 

5.0e-30 

90 
62 

MAJOR POLLEN ALLERGEN PHA A 1 PRECURSOR (PHA A I) 

1246116 bbs 174854 {S80654) major allergen Pha a 1 



>gi^ 

[Phalaris aquatica=canary grass, 
[Phalaris aquatica] 

295174 

LIB3075-045-Q1-K1-D5 

BLASTX 

g3088646 

198 

l.Oe-15 
88 



pollen, Peptide, 269 aa] 



41276 



% identity 

NCBI Description 



47 

(AF056493) pectin methylesterase [Pisum sativum] 
>gi_3426335 (AF081457) pectin methylesterase [Pisum 
sativum] 



Seq. No. 


295175 


Seq. ID 


LIB3075-045-Ql-Ki-E10 


Method 


BLASTX 


NCBI GI 


g4417267 


BLAST score 


208 


E value 


2.0e-16 


Match length 


117 


% identity 


37 


NCBI Description 


{AC007019) hypothetical ] 


Seq. No* 


295176 


Seq. ID 


LIB3075-045-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g544421 


BLAST score 


251 


E value 


5.0e-22 


Match length 


58 


% identity 


90 


NCBI Description 


GLYCINE-RICH RNA-BINDING 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



PROTEIN 1 >gi_485420__pir S12311 

glycine-rich RNA-binding protein (clone SI) - sorghum 
(fragment) >gi_21623_emb_CAA4 08 63_ (X57663) glycine-rich 
RNA-binding protein [Sorghum bi color] 

295177 

LIB3075-045-Q1-K1-F8 

BLASTX 

g541849 

190 

2.0e-14 

38 

89 

anthranilate synthase (EC 4.1.3.27) beta chain - 
Arabidopsis thaliana >gi_4 034 34 (L22585) anthranilate 
synthase beta subunit [Arabidopsis thaliana] 

295178 

LIB3075-045-Q1-K1-G10 

BLASTX 

gl00912 

373 

7.0e-36 

115 

69 

polygalacturonase (EC 3, 
295179 

LIB3075-045-Q1-K1-G11 
BLASTX 
g4567282 
214 

3.0e-17 
75 



2.1.15) - maize 



41277 



% identity 59 . , , . , 

NCBI Description {AC006841) putative DNAJ protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295180 

LIB3075-04 6-Q1-K1-B1 

BLASTN 

g22458 

186 

l.Oe-100 

261 

98 

Z.mays pollen specific mRNA C-terminal (clone 4H7) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295181 

LIB3075-04 6-Q1-K1-B3 

BLASTX 

g4558666 

293 

2.0e-26 

116 

51 

{AC007063) putative Na/H antiporter isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295182 

LIB3075-046-Q1-K1-C10 

BLASTX 

g2625088 

184 

l.Oe-13 

44 

80 

{AF030384) ADP-glucose pyrophosphorylase large subunit 
[Cucumis melo var. markuwa Markino] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295183 

LIB3075-04 6-Q1-K1-C11 

BLASTN 

g415249 

235 

l.Oe-129 

250 

99 

Zea mays mitochondrial 
mRNA, complete cds 



Mn-superoxidase dismutase (Sod3.4) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295184 

LIB3075-04 6-Q1-K1-C9 

BLASTX 

gll84776 

536 

5.0e-55 

106 

97 

(U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC4 [Zea mays] 



41278 



Seq. No. 295185 

Seq. ID LIB3075-046-Q1-K1-D9 

Method BLASTX 

NCBI GI gl864024 

BLAST score 188 

E value 6.0e-18 

Match length 80 

% identity 70 . ^ ^ , , 

NCBI Description (U35683) calcium-binding pollen allergen [Cynodon dactylonj 

>gi_1871507_einb_CAA62634_ (X91256) calcium-binding pollen 

allergen [Cynodon dactylon] 

Seq. No. 295186 

Seq. ID LIB3G75-046-Q1-K1-E9 

Method BLASTX 

NCBI GI g3096918 

BLAST score 258 

E value 2.0e-22 

Match length 101 

% identity 55 

NCBI Description {AL023094) putative cyclase associated protein CAP 

[Arabidopsis thaliana] >gi_3169136_dbj_BAA28621_ (AB014759) 
Atcapl [Arabidopsis thaliana] 

Seq. No. 295187 

Seq. ID LIB3075-047-Q1-K1-C12 

Method BLASTX 

NCBI GI g3004547 

BLAST score 377 

E value 3.0e-36 

Match length 82 

% identity 89 

NCBI Description {AC003673) unknown protein [Arabidopsis thaliana] 

>gi_4185150 {AC005724) unlcnown protein [Arabidopsis 
thaliana] 



Seq. No. 295188 

Seq. ID LIB3075-047-Q1-K1-C5 

Method BLASTX 

NCBI GI gl203832 

BLAST score 370 

E value 2.0e-35 

Match length 127 

% identity 59 

NCBI Description (U46003) beta-D-glucan exohydrolase, isoenzyme ExoII 

[Hordeum vulgare] >gi_1588407_prf 2208395A beta-D-glucan 

exohydrolase [Hordeum vulgare] 

Seq. No. 295189 

Seq. ID LIB3075-047-Q1-K1-C8 

Method BLASTX 

NCBI GI g4455371 

BLAST score 14 4 

E value 4.0e-09 

Match length 73 

% identity 49 

NCBI Description (AL035524) putative protein [Arabidopsis thaliana] 



41279 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295190 

LIB3075-047-Q1-K1-H12 

BLASTX 

g676884 

182 

2.0e-13 

60 

58 

(D29681) The expression is induced by Pi starvation. 

[Nicotiana tabacum] >gi_1094819__prf 2106387C Al-induced 

protein [Nicotiana tabacum] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295191 

LIB3075-048-Q1-K1-A4 

BLASTX 

g4587518 

185 

6.0e-14 

59 

63 

(AC007060) Strong similarity to F19I3.8 gi_3033381 putative 
UDP-galactose-4-epiinerase from Arabidopsis thaliana BAC 
gb_AC004238 and is a member of PF_0137 0 the NAD dependent 
epimerase/dehydratase family. EST gb_AA59 

295192 

LIB3075-048-Q1-K1-C9 

BLASTX 

g283050 

266 

l.Oe-23 

93 

63 

polygalacturonase (EC 3.2.1.15) precursor (clone W22 65) - 
maize (fragment) >gi_22428_emb_CAA44247_ (X62383) 
polygalacturonase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295193 

LIB3075-048-Q1-K1-D11 

BLASTX 

g3386614 

191 

2.0e-14 
76 
51 

[ACD04665) 
thaliana] 



putative transcription factor SF3 [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



295194 

LIB3075-049-Q1-K1-D8 

BLASTX 

g4467137 

191 

2.0e-14 

83 

46 



41280 



NCBI Description (AL035540) putative protein [Arabidopsis thaliana] 



Seq. No. 


295195 


Seq. ID 


LIB3075-049-Q1-K1-E1 


Method 


BLASTN 


NCBI GI 


g2883 73 


BLAST score 


194 


E value 


1 . Oe-105 


Match length 




% identity 


100 


NCBI Description 


Z.inays rbgb gene lor poj-ygaxacuuronase 


Seq. No. 


295196 


Seq. ID 


LIB3075-049-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g3548818 


BLAST score 


504 


E value 


4 .Oe-51 


Match length 


135 


% identity 


71 


NCBI Description 


(AC005313) unknown protein [Arabidopsi: 


Seq. No. 


295197 


Seq. ID 


LIB3075-050-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g530G88 


BLAST score 


189 


E value 


2.0e-14 


Match length 


49 


% identity 


76 


NCBI Description 


(U12735) aminoalcoholphosphotransf eraS' 


Seq. No. 


295198 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g3122060 


BLAST score 


288 


E value 


3.0e-26 


Match length 


74 


% identity 


77 


NCBI Description 


ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 



>gi_2598657_emb_CAA10847_ {AJ222579) 
1-alpha (EFl-a) [Vicia faba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295199 

LIB3075-050-Q1-K1-D4 

BLASTX 

g2723471 

167 

9.0e-12 

55 

64 

(D87819) sucrose transporter 



[Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



295200 

LIB3075-050-Q1-K1-F2 
BLASTX 



41281 



g541951 
250 

l.Oe-21 
61 
72 

SPCP2 protein - soybean >gi_310578 (L12258) nodulin-26 
[Glycine max] 

Seq. No. 295201 

Seq. ID LIB3075-050-Q1-K1-H2 

Method BLASTX 

NCBI GI gll68748 

BLAST score 236 

E value 5.0e-20 

Match length 87 

% identity 54 , . , 

NCBI Description CALMODULIN-4 >gi_479693_pir S35185 calmodulin 4 - 

Arabidopsis thaliana >gi_16223_emb_CAA78057_ (Z12022) 

calmodulin [Arabidopsis thaliana] 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 295202 

Seq. ID LIB3075-051-Q1-K1-B6 

Method BLASTN 

NCBI GI gl546918 

BLAST score 75 

E value 2.0e-34 

Match length 143 

% identity 89 

NCBI Description Z.mays mRNA for translation initiation factor 5A 

Seq. No. 295203 

Seq. ID LIB3075-051-Q1-K1-H3 

Method BLA5TN 

NCBI GI g4140643 

BLAST score 73 

E value 5.0e-33 

Match length 157 

% identity 48 

NCBI Description Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 

Seq. No. 295204 

Seq. ID LIB3075-052-Q1-K1-D1 

Method BLASTN 

NCBI GI g293886 

BLAST score 82 

E value 2.0e-38 

Match length 86 

% identity 99 

NCBI Description Zea mays glyceraldehyde-3-phosphate dehydrogenase mRNA, 
end, (clone GAPC3) 



Seq. No. 295205 

Seq. ID LIB3075-052-Q1-K1-E9 

Method BLASTX 

NCBI GI g3236250 

BLAST score 164 



41282 



E value 
Match length 
% identity 
NCBl Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-ll 

64 

52 

(AC004684) hypothetical protein [Arabidopsis thaliana] 
295206 

LIB3075-052-Q1-K1-F11 

BLASTX 

g283049 

399 

3.0e-39 

78 
99 

polygalacturonase (EC 3,2.1.15) precursor (clone W2247) - 

maize (fragment) >gi_48107 9_pir S37718 polygalacturonase 

maize >gi_22426_emb_CAA44248_ (X62384) polygalacturonase 
[Zea mays] >gi_287830_emb_CAA47234_ (xee^Bl) 
polygalacturonase [Zea mays] 

295207 

LIB3075-053-Q1-K1-B12 

BLASTX 

g3250687 

158 

l.Oe-10 

67 
43 

(AL024486) putative LTR retrotransposon (fragment) 
[Arabidopsis thaliana] 

295208 

LIB3075-053-Q1-K1-B7 

BLASTX 

g2317901 

284 

l.Oe-25 

83 

63 

(U89959) Similar to vesicle transport protein, PIR 
Accession Number A55931 [Arabidopsis thaliana] 

295209 

LIB3075-053-Q1-K1-D11 

BLASTX 

g2833374 

208 

l.Oe-16 

46 

91 

TRANSCRIPTION INITIATION FACTOR IIA GAMMA CHAIN 
(TFIIA-GAMMA) >gi_1429228_emb_CAA67 369_ (X98862) putative 
small subunit [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



295210 

LIB3075-053-Q1-K1-F5 

BLASTX 

g3294469 



41283 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 




t 



375 

2.0e-36 

85 
84 

(U89342) 



phosphoglucomutase 2 [Zea mays] 



295211 

LIB3075-053-Q1-K1-H6 

BLASTX 

g3913191 

191 

4.0e-15 

41 

88 

CALMODULIN >gi_1296524_emb_CAA66215_ (X97 612) CaMF-1 [Fagus 
sylvatica] 



Seq. No. 


295212 


Seq. ID 


LIB3075-054-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g4538931 


BLAST score 


277 


E value 


2.0e-24 


Match length 


119 


^ identity 


48 


NCBI Description 


(AL049483) hypothetical protein [Arabidops 


Seq. No. 


295213 


Seq. ID 


LIB3075-054-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


gl709798 


BLAST score 


403 


E value 


2.0e-39 


Match length 


98 


% identity 


84 


NCBI Description 


26S PROTEASE REGULATORY SUBUNIT 6B HOMOLOG 




(U43398) POTATPl [Solanxim tuberosum] 


Seq. No. 


295214 


Seq. ID 


LIB3075-054-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


gl519253 


BLAST score 


330 


E value 


4.0e-31 


Match length 


73 


% identity 


92 


NCBI Description 


(065958) GF14-d protein [Oryza sativa] 


Seq. No. 


295215 


Seq. ID 


LIB3075-054-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g3043428 


BLAST score 


556 


E value 


3.0e-57 


Match length 


131 


% identity 


79 


NCBI Description 


(AJ005346) 40S ribosomal protein S5 [Cicer 



>gi_1155334 



arietinum] 



41284 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295216 

LIB3075-054-Q1-K1-G8 

BLASTX 

g3043428 

277 

7.0e-25 
90 

(AJ005346) 40S ribosomal protein S5 [Cicer arietmumj 
295217 

LIB3075-054-Q1-K1-G9 

BLASTX 

gl498229 

375 

5.0e-36 

133 

56 

{X98743) RNA helicase [Homo sapiens] 



295218 

LIB3075-055-Q1-K1-A10 

BLASTX 

g398963 

151 

5.0e-10 

89 

37 

4-COUMARATE— COA LIGASE 
4-coumarate — CoA ligase 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1 (4CL) >gi_100413_pir_A39827 
(EC 6.2.1.12) 1 - potato >gi_ 169574 



(M62755) 4-coumarate~CoA ligase [Solanuiti tuberosum] 
295219 

LIB3075-055-Q1-K1-B4 

BLASTX 

g3821795 

277 

l.Oe-24 

71 

80 

(Y11649) protein kinase CK2, alpha subunit [Zea mays] 
295220 

LIB3075-055-Q1-K1-E10 

BLASTN 

g433043 

74 

2.0e-33 
153 

93 . ^ 

Zea mays W-22 clone PREM-IE retroelement PREM-1, partial 

sequence 



Seq. No. 
Seq. ID 
Method 



295221 

LIB3075-055-Q1-K1-E3 
BLASTX 



41285 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



g3851001 
201 

9.0e-16 

67 

63 

(AF069909) pyruvate dehydrogenase El beta subunit isoform 2 
[Zea mays] 

295222 

LIB3075-055-Q1-K1-E8 

BLASTX 

g4105123 

271 

2.0e-24 

63 

89 

(AF043346) cell wall invertase; Incw3; 
beta-fructofuranosidase [Zea mays] 

295223 

LIB3075-055-Q1-K1-F10 

BLASTN 

g22458 

103 

4.0e-51 

127 - 
95 

Z.mays pollen specific mRNA C-terminal (clone 4H7) 
295224 

LIB3075-055-Q1-K1-G1 

BLASTX 

g3687301 

190 

6.0e-15 

68 

60 

(AJ006376) subtilisin-like protease [Lycopersicon 
esculentum] >gi__3687309_emb_CAA07001_ (AJ006380) 
subtilisin-like protease [Lycopersicon esculentum] 

2 95225 

LIB3075-055-Q1-K1-G11 

BLASTX 

gll73257 

170 

l.Oe-12 

37 

89 

40S RIBOSOMAL PROTEIN S4 >gi_1076674_pir S47 642 ribosomal 

protein S4 - potato >gi_457803_emb_CAA54095__ {X76651) 
ribosomal protein S4 [Solanum tuberosum] 

295226 

LIB3075-055-Q1-K1-G12 

BLASTN 

g473602 



41286 



BLAST score 


44 


E value 


5.0e-16 


Match length 


68 


% identity 


91 


NCBI Description 


Zea mays n—ZZ nistone azA irii\iNi^/ compj-eutis ^u.^ 


Seq. No. 


295227 


Seq- ID 


LIB3075-056-Q1-K1-C1U 


Method 


BLASTX 


NCBI GI 


g22424 


BLAST score 


336 


E value 


l.Oe-31 


Match length 


74 


% identity 


89 


NCBI Description 


(X57575) polygalacturonase [2ea mays] 


Seq. No. 


295228 


Seq. ID 


LIB3075-056-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g3337361 


BLAST score 


371 


E value 


6.0e-36 


Match length 


90 


% identity 


76 ... 


NCBI Description 


(AC004481) ankyrin-like protein [Arabidopsis thai 


Seq. No. 


295229 


Seq. ID 


LIB3075-056-Q1-K1-D1 


Method 


BLASTX 


NfRT C^T 

ViK^O J- \JJ. 


g4580389 


BLAST score 


143 


E value 


3.0e-09 


Match length 


66 


% identity 


45 


NCBI Description 


(AC007171) unknown protein [Arabidopsis thaliana] 


Seq. No. 


295230 


Seq. ID 


LIB3075-056-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g3080371 


RTjAST score 


219 


E value 


3.0e-18 


Match length 


66 


% identity 


64 


NCBI Description 


(AL022580) putative pectinacetylesterase protein 


[Arabidopsis thaliana] 


Seq. No. 


295231 


Seq. ID 


LIB3075-U5D-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g4204859 


BLAST score 


278 


E value 


3.0e-25 


Match length 


67 



iana] 



% identity 85 

NCBI Description {U55859) heat shock protein 80 [Triticum aestivum] 



41287 



295232 

LIB3075-056-Q1-K1-F3 
BLASTX 
g2582381 
443 

5.0e-44 
144 
59 

(AF021220) cation-chloride co-transporter [Nicotiana 
tabacum] 

295233 

LIB3075-056-Q1-K1-H5 
BLASTX 
g417745 
268 

l-Oe-26 
119 
57 

ADENOSYLHOMOCYSTEINASE ( S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi_170773 (L11872) 
S-adenosyl-L-homocysteine hydrolase [Triticum aestivum] 

295234 

LIB3076-001-Q1-K1-A4 
BLASTX 
g3913804 
144 

4.0e-09 
90 
44 

HISTONE H2B.3 >gi_577825_emb_CAA4 9584_ (X69960) H2B histone 
[Zea mays] 

Seq. No. 295235 

Seq. ID LIB3076-001-Q1-K1-F7 

Method BLASTX 

NCBI GI g445612 

BLAST score 169 

E value 5.0e-14 

Match length 59 

% identity 69 

NCBI Description ribosomal protein SI 9 [Solanum tuberosum] 

Seq. No. 295236 

Seq. ID LIB3076-001-Q1-K1-G6 

Method BLASTN 

NCBI GI g902585 

BLAST score 35 

E value 4.0e-10 

Match length 51 

% identity 92 

NCBI Description Zea mays clone MubG9 ubiquitin gene, complete cds 

Seq. No. 295237 

Seq. ID LIB3076-001-Q1-K1-G7 

Method BLASTX 



Seq. No. 
Seq. ID 
Method 
NCBI GP 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41288 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl709970 
293 

l.Oe-26 

89 

66 

60S RIBOSOMAL PROTEIN LlOA 



295238 

LIB3076-003-Q1-K1-A5 

BLASTX 

g3776015 

331 

5.0e-31 

88 
73 

(AJ010471) RNA helicase 
>gi_4 24937 8_gb_AAD 14475 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
(AC005966) Identical to 
gb AJ010471~mRNA for DEAD box RNA helicase (RH22) from 
Arabidopsis thaliana. EST gb_Y11191 comes from this gene. 
[Arabidopsis thaliana] 



295239 

LIB3076-003-Q1-K1-B12 

BLASTX 

g4190974 

188 

2.0e-14 

62 

63 

( AB 0 1 8 4 4 2 ) phy t o chr ome 



C [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



295240 

LIB3076-003-Q1-K1-D6 

BLASTX 

gll43511 

319 

l.Oe-29 

91 

73 

(Z47076) Ser/Thr protein phosphatase homologous to PPX 
[Malus domestica] >gi_1586034_prf_2202340A Ser/Thr protein 
phosphatase [Malus domestica] 

295241 

LIB307 6-003-Q1-K1-F6 

BLASTX 

g3850821 

357 

6.0e-34 

106 

66 

{Y18350) U2 snRNP auxiliary factor, large subunit 
[Nicotiana pliimbaginif olia] 

295242 

LIB3076-003-Q1-K1-F7 
BLASTX 



41289 



NCBI GI g3935148 

BLAST score 374 

E value 4.0e-36 

Match length 98 

% identity 71 

NCBI Description (AC005106) T25N20.12 [Arabidopsis thaiiana] 

. Seq. No. 295243 

Seq. ID LIB3076-003-Q1-K1-F9 

Method BLASTX 

NCBI GI gl519249 

BLAST score 300 

E value 2.0e-27 

Match length 68 

% identity 93 

NCBI Description (U65956) GF14-b protein [Oryza sativa] 

Seq. No. 295244 

Seq, ID LIB3076-003-Q1-K1-G9 

Method BLASTX 

NCBI GI gl086587 

BLAST score 150 

E value 9,0e-10 

Match length 104 

% identity 37 ^^^nv 
NCBI Description {U41007) similar to G beta repeats (PROSITE: PS00670) 
[Caenorhabditis elegans] 

Seq. No. 295245 

Seq. ID LIB3076-004-Q1-K1-A11 

Method BLASTX 

NCBI GI gl076777 

BLAST score 153 

E value 4.0e-10 

Match length 43 

% identity 74 ^^^^ov 
NCBI Description protein H2A - wheat >gi_536890__dbj__BAA07277_ (D38088) 
protein H2A [Triticum aestivum] 

Seq. No. 295246 

Seq. ID LIB3076-004-Q1-K1-D1 

Method BLASTX 

NCBI GI gl346251 

BLAST score 270 

E value 9.0e-24 

Match length 76 

% identity 76 ^ , . 

NCBI Description HISTONE H2B.4 >gi_577819_emb_CAA49585_ (X69961) H2B histone 
[Zea mays] 

Seq. No. 295247 

Seq. ID LIB3076-004-Q1-K1-D10 

Method BLASTX 

NCBI GI g3319341 

BLAST score 194 

E value 5.0e-15 

Match length 48 



41290 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69 . 
(AF077407) similar to Medicago sativa nucleic acid binding 
protein Alfin-1 {GB:L07291) [Arabidopsis thaliana] 

295248 

LIB3076-005-Q1-K1-B6 

BLASTX 

gl657619 

337 

l.Oe-31 

123 

51 

(U72504) G5p [Arabidopsis thaliana] >gi_3068710 (AF049236) 
putative transmembrane protein G5p [Arabidopsis thaliana] 

295249 

LIB3076-005-Q1-K1-D5 

BLASTX 

gl346251 

391 

7.0e-38 
115 
71 

HISTONE H2B.4 >gi_577819_emb_CAA4 9585_ 
[Zea mays] 



(X69961) H2B histone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295250 

LIB3076-005-Q1-K1-H1 

BLASTX 

g2262159 

242 

l.Oe-20 

92 

51 

(AC002329) predicted protein similar to S.pombe protein 
C5H10.03 [Arabidopsis thaliana] 

295251 

LIB3076-005-Q1-K1-H6 

BLASTX 

g4559339 

160 

5.0e-ll 
80 
44 

(AC007087) 
thaliana] 



putative ATP-dependent RNA helicase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295252 

LIB3076-005-Q1-K1-H8 

BLASTX 

g2668742 

161 

3,0e-ll 

56 

62 

{AF034945) glycine-rich RNA binding protein 



;Zea mays] 



41291 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295253 

LIB3076-006-Q1-K1-G9 

BLASTX 

g2459420 

569 

6.0e-59 
112 
96 

{AC002332) 
thaliana] 



putative ribosomal protein L17 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295254 

LIB3076-006-Q1-K1-H5 

BLASTX 

gl345588 

433 

2.0e-45 

126 

78 

14-3_3_LiKE PROTEIN GF14-12 >gi_998432_bbs_164524 
GF14-12=GRF2 product/14-3-3 protein homolog [Zea mays, 
XL80, Peptide, 261 aa] 

295255 

LIB3076-007-Q1-K1-H11 

BLASTX 

g397396 

225 

9.0e-19 

105 
53 

(X66077) DNA-binding protein [Zea mays] 
295256 

LIB307 6-007-Q1-K1-H3 

BLASTX 

g3582436 

162 

2.0e-ll 

57 

58 

(AB017502) beta-D-glucan exohydrolase [Nicotiana tabacum] 
295257 

LIB3076-008-Q1-K1-B11 

BLASTX 

g584706 

368 

2.0e-35 

88 

8 2 

ASPARTATE AMINOTRANSFERASE, CYTOPLASMIC {TRANSAMINASE A) 

>gi_2130066_pir JC5124 aspartate transaminase (EC 

2.6.1.1), cytoplasmic - rice >gi_287298_dbj_BAA03504__ 
{D14673) aspartate aminotransferase [Oryza sativa] 



41292 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295258 

LIB3076-008-Q1-K1-C7 

BLASTX 

g3548802 

316 

4*0e-29 

86 

76 

(AC005313) axi 1-like protein [Arabidopsis thaliana] 
>gi_4335769_gb_AAD17446_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295259 

LIB3076-008-Q1-K1-H2 

BLASTX 

g3395440 

173 

7.0e-19 

86 

64 

(AC004683) hypothetical protein [Arabidopsis thaliana] 
295260 

LIB3076-008-Q1-K1-H8 

BLASTX 

gl22022 

264 

4.0e-23 

78 

71 

HISTONE H2B >gi_283025_pir S22323 histone H2B - wheat 

>gi_21801_einb_CAA42530_ {X59873) histone H2B [Triticum 
aestivum] 

295261 

LIB3076-009-Q1-K1-E5 

BLASTX 

g730449 

149 

5.0e-X0 

49 

59 

60S RIBOSOMAL PROTEIN L13-1 (COLD INDUCED PROTEIN C24A) 

>gi_480647_pir S37132 ribosomal protein L13.A - rape 

>gi~398918_einb_CAA80341_ (Z22618) cold induced protein 
(BnC24A) [Brassica napus] 

295262 

LIB3076-009-Q1-K1-E9 

BLASTN 

gl2451 

77 

2.0e-35 

149 

89 

Maize chloroplast genes for ribosomal proteins L14, S8 
L16 partial 



and 



41293 




t 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No* 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295263 

LIB3076-009-Q1-K1-H2 

BLASTX 

g738308 

211 

7.0e-17 

62 
65 

blue light photoreceptor [Arabidopsis thaliana] 
295264 

LIB3076-010-Q1-K1-A5 

BLASTX 

g4091080 

245 

5.0e-21 
63 

70 . 
(AF045571) nucleic acid binding protein [Oryza sativa] 

295265 

LIB3076-010-Q1-K1-B1 

BLASTN 

g2062705 

37 

3.0e-ll 

37 

100 

Human butyrophilin (BTF5) mRNA, complete cds 
295266 

LIB3G76-010-Q1-K1-B11 

BLASTN 

g22312 

39 

l.Oe-12 

179 

81 

Maize ABA-inducible gene for glycine-rich protein ( ABA 
abscisic acid) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295267 

LIB3076-010-Q1-K1-B8 

BLASTX 

g2274859 

272 

4.0e-24 

73 
67 

(AJ000016) Cksl protein [Arabidopsis thaliana] 
>gi__4510420_gb_AAD21506.1_ (AC006929) putative 
cyclin-dependent kinase regulatory subunit [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



295268 

LIB3076-010-Q1-K1-D6 



41294 



Method 


BLASTX 


NCBI GI 


g3860277 


BLAST score 


276 


E value 


0 . ue— z o 


Match length 


84 


% identity 


77 


NCBI Description 


(AC005824) putative ribosomal protein LIO [Arabidopsis 




thaliana] >gi_4314394_gb_AAD15604_ {AC006232) putative 




ribosomal protein LlOA [Arabidopsis thaliana] 


Seq. No. 


295269 


Seq. ID 


LIB307 6-010-Q1-K1-E9 


Method 


BLASTX 






BLAST score 


187 


E value 


5.0e-14 


Match length 


51 


% identity 


61 


NCBI Description 


{AF029351) putative RNA binding protein [Nicotiana tabacum] 


Seq. No. 


295270 


Seq. ID 


LIB3076-010-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3176686 


BLAST score 


174 


E value 


A Hcs 1 1 

^ , ue-i / 


Match length 


138 


% identity 


46 


NCBI Description 


(AC003671) Similar to high affinity potassium transporter. 




HAKl protein gb U22945 from Schwann! omyces occidentalis . 




[Arabidopsis thaliana] 


Seq. No. 


295271 


Seq. ID 


LIB3076-010-Q1-K1-G12 


Method 


BLASTX 




g4u y D /Bo 


BLAST score 


273 


E value 


4.0e-24 


Match length 


121 


% identity 


54 


NCBI Description 


{U39958) NADP-malic enzyme [Zea mays] 


Seq. No, 


295272 


Seq. ID 


LIB3076-010-Q1-K1-H6 


Method 


BLASTX 




_,c CO OCT 


BLAST score 


347 


E value 


6.0e-33 


Match length 


105 


% identity 


70 


NCBI Description 


(X81830) cytochrome P450 [Zea mays] 


Seq. No. 


295273 


Seq. ID 


LIB307 6-011-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


gll71978 


BLAST score 


153 



41295 



E value 
Match length 
% Identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-10 

86 

42 

POLYADENYLATE-BINDING PROTEIN 2 {POLY (A) BINDING PROTEIN 2) 
(PABP 2) >gi_304109 (L19418) poly (A) -binding protein 
[Arabidopsis thaliana] >gi_2911051_emb_CAA17561_ (AL021961) 
poly (A) -binding protein [Arabidopsis thaliana] 

295274 

LIB3076-011-Q1-K1-B12 

BLASTX 

gl36739 

174 

2.0e-18 

85 

68 

UTP— GLUCOSE-l-PHOSPHATE UR I DYLYL TRANSFERASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67061_pir ^XNPOU 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7,9) - 
potato >gi_218001_dbj_BAA00570_ {D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



2 9527 5 

LIB3076-011-Q1-K1-F10 

BLASTX 

g4572671 

336 

2.0e-31 

124 

49 

(AC006954) putative cyclic nucleotide regulated ion channel 
[Arabidopsis thaliana] 

295276 

LIB307 6-014-Q1-K1-F6 

BLASTX 

gl497987 

152 

4.0e-13 

109 

44 

(U627 98) SCARECROW [Arabidopsis thaliana] 
295277 

LIB307 6-015-Ql-Kl-Al 

BLASTX 

g3128228 

143 

3.0e-09 

78 

37 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 

295278 

LIB3076-015-Q1-K1-B6 



41296 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2191136 

162 

3.0e-ll 

106 

33 

(AF007269) Similar to UTP-Glucose Glucosyltransf eraser- 
coded for by A, thaliana cDNA T46230; coded for by A. 
thaiiana cDNA H76538; coded for by A. thaliana cDNA H76290 
[Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295279 

LIB3076-015-Q1-K1-B7 

BLASTX 

g3738297 

249 

3.0e-21 

72 
20 

(AC005309) unknown protein [Arabidopsis thaliana] 
295280 

LIB3076-015-Q1-K1-D10 

BLASTX 

g2920666 

317 

3.0e-29 

97 

69 

(AF048978) 2,4-D inducible glutathione S-transf erase 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295281 

LIB3076-015-Q1-K1-D11 

BLASTX 

g2920666 

383 

6.0e-37 

132 

59 

(AF048978) 2,4-D inducible glutathione S-transf erase 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295282 

LIB3076-015-Q1-K1-E9 

BLASTX 

g417745 

505 

3.0e-51 

144 

72 

ADENOSYLHOMOCYSTEINASE (S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi_170773 (L11872) 
S-adenosyl-L-homocysteine hydrolase [Triticum aestivum] 



Seq. No. 
Seq. ID 



295283 

LIB3076-015-Q1-K1-G1 



41297 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



BLASTN 

g2707976 

52 

2.0e-20 

244 
80 

Zea mays phytoene desaturase mRNA, complete cds 
295284 

LIB3076-015-Q1-K1-H10 

BLASTX 

gl32849 

208 

l.Oe-16 

92 

46 

60S RIBOSOMAL PROTEIN L2 >gi_20001__emb_CAA44362 . 1_ {X62500) 
60S ribosomal protein L2 [Nicotiana tabacum] 

295285 

LIB3076-017-Q1-K1-B11 

BLASTX 

g3036805 

278 

8.0e-25 

73 
66 

(AL022373) thaumatin-like protein [Arabidopsis thaliana] 
295286 

LIB3076-017-Q1-K1-B8 

BLASTX 

g82728 

145 

l.Oe-15 

57 

88 

superoxide dismutase (EC 1.15.1.1) (Mn) precursor - maize 
>gi_168624 (M33119) manganese superoxide dismutase (SOD-3) 
(EC 1.15.1.1) [Zea mays] 

295287 

LIB3076-017-Q1-K1-H12 

BLASTX 

g312179 

303 

8.0e-28 

103 

63 

(X73151) glyceraldehyde 3-phosphate dehydrogenase 
(phosphorylating) [Zea mays] >gi_1184772 {U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_1185554 (U45858) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] 

295288 

LIB3076-018-Q1-K1-A4 



41298 



Method BLASTX 

NCBI GI g2529340 

BLAST score 166 

E value 2.0e-ll 

Match length 54 

% identity 59 

NCBI Description (L81162) homologue; putative [Zea mays] 

Seq. No. 295289 

Seq. ID LIB3076-018-Q1-K1-C8 

Method BLASTX 

NCBI GI g3176711 

BLAST score 300 

E value 3.0e-27 

Match length 129 

% identity 48 , 
NCBI Description (AC002392) bZIP-like protein [Arabidopsis thaliana] 

Seq. No. 295290 

Seq, ID LIB3076-018-Q1-K1-D4 

Method BLASTN 

NCBI GI g758352 

BLAST score 34 

E value l.Oe-09 

Match length 168 

% identity 86 

NCBI Description Z.mays mRNA for cysteine synthase 

Seq. No. 295291 

Seq. ID LIB3076-018-Q1-K1-E11 

Method BLASTX 

NCBI GI gl296955 

BLAST score 199 

E value 2.0e-15 

Match length 67 

% identity 31 . 
NCBI Description (X95402) duplicated domain structure protein [Oryza sativa] 

Seq. No. 295292 

Seq. ID LIB3076-018-Q1-K1-E6 

Method BLASTX 

NCBI GI g729671 

BLAST score 228 

E value 3,0e-19 

Match length 71 

% identity 69 

NCBI Description HISTONE H2A >gi_473603 (U08225) histone H2A [Zea mays] 

Seq. No. 295293 

Seq. ID LIB3076-018-Q1-K1-E7 

Method BLASTN 

NCBI GI gl060934 

BLAST score 160 

E value 8.0e-85 

Match length 294 

% identity 96 

NCBI Description Maize mRNA for mLIP15 (DNA-binding factor), complete cds 



41299 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295294 

LIB3076-018-Q1-K1-F9 

BLASTN 

g22292 

116 

l.Oe-58 

256 

87 

Z.mays mRNA for glycine-rich protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295295 

LIB3076-019-Q1-K1-A12 

BLASTX 

g82694 

298 

4.0e-27 

115 

57 

glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.12) 2 
maize (fragment) >gi_293889 (L13432) 
glyceraldehyde-3-phosphate dehydrogenase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295296 

LIB307 6-019-Q1-K1-A2 

BLASTX 

g729671 

257 

3.0e-22 

82 
70 

HISTONE H2A >gi_473603 



(U08225) histone H2A [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295297 

LIB3076-019-Q1-K1-A7 

BLASTX 

g729671 

178 

3,0e-13 

64 

59 

HISTONE H2A >gi_4 73603 



(U08225) histone H2A [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295298 

LIB307 6-019-Q1-K1-C12 

BLASTX 

g531829 

168 

7.0e-12 

79 
47 

(U12390) 
pSportl] 



beta-galactosidase alpha peptide [cloning vector 



Seq. No. 
Seq. ID 
Method 



295299 

LIB3076-019-Q1-K1-C2 
BLASTX 



41300 




t 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll2994 
181 

l.Oe-28 

81 

81 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 
>gi 82685 pir S04536 embryonic abundant protein, 
glycine-rlch - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi 226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295300 

LIB3076-019-Q1-K1-C4 

BLASTX 

g2702284 

515 

2,0e-52 

134 

74 

(AC003033) Argonaute (AGOl)-like protein [Arabidopsis 
thaliana] 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295301 

LIB3076-019-Q1-K1-C5 

BLASTX 

g531829 

163 

2.0e-ll 

52 

63 

(U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 

295302 

LIB3076-019-Q1-K1-C6 

BLASTX 

g2702284 

239 

3.0e-20 
84 
55 

(AC003033] 
thaliana] 



Argonaute {AG01)-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295303 

LIB3076-019-Q1-K1-D3 

BLASTX 

gl710401 

536 

6.0e-55 

130 

79 

RIBONUCLEOSIDE-DIPHOSPHATE REDUCTASE SMALL CHAIN 
(RIBONUCLEOTIDE REDUCTASE) {R2 SUBUNIT) 

>gi_1044912_emb_CAA63194_ {X92443) ribonucleotide reductase 
R2 [Nicotiana tabacum] 



41301 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295304 

LIB3076-019-Q1-K1-D6 

BLASTX 

g4263722 

624 

3.0e-65 

146 

85 

(AC006223) putative glucan synthase [Arabidopsis thaliana] 
295305 

LIB307 6-019-Q1-K1-D7 

BLASTX 

g3176686 

205 

3.0e-22 

105 
50 

{AC003671) Similar to high affinity potassium transporter, 
HAKl protein gb_U22945 from Schwanniomyces occidentalis . 
[Arabidopsis thaliana] 

295306 

LIB3076-019-Q1-K1-E1 

BLASTX 

g2384671 

183 

8.0e-14 

95 

43 

(AF012657) putative potassium transporter AtKT2p 
[Arabidopsis thaliana] 

295307 

LIB3076-019-Q1-K1-E12 

BLASTX 

gl296955 

281 

4.0e-25 

92 

31 

{X95402) duplicated domain structure protein [Oryza sativa] 
295308 

LIB3076-019-Q1-K1-E4 

BLASTX 

g4467097 

223 

3.0e-18 

80 
57 

(AL035538) heat shock protein 70 like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



295309 

LIB3076-019-Q1-K1-F10 



41302 




Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g548669 

163 

3.0e-ll 

111 

41 

DNA REPAIR PROTEIN RAD8 >gi_542223_pir S41478 RAD8 protein 

- fission yeast (Schizosaccharomyces pombe) 

>gi_443973_eitib__CAA52686_ (X74615) rad8 [Schizosaccharomyces 
poinbe] 

295310 

LIB3076-020-Q1-K1-A10 

BLASTX 

g2129774 

156 

2.0e-10 

110 

35 

xyloglucan endotransglycosylase-related protein XTR4 - 
Arabidopsis thaliana (fragment) >gi_1244754 (U43486) 
xyloglucan endotransglycosylase-related protein 
[Arabidopsis thaliana] 



Seq. No. 


295311 


Seq. ID 


LIB3076-020-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g3080427 


BLAST score 


157 


E value 


5.0e-ll 


Match length 


54 


% identity 


59 


NCBI Description 


(AL022604) putative protein [Arabidopsis 


Seq. No. 


295312 


Seq. ID 


LIB3076-020-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g4220479 


BLAST score 


302 


E value 


2.0e-27 


Match length 


87 


% identity 


74 


NCBI Description 


(AC006069) unknown protein [Arabidopsis 


Seq. No. 


295313 


Seq. ID 


LIB3076-020-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g2655098 


BLAST score 


195 


E value 


5.0e-15 


Match length 


124 


% identity 


35 


NCBI Description 


(AF023472) peptide transporter [Hordeiam 


Seq. No. 


295314 


Seq. ID 


LIB3076-020-Q1-K1-F2 


Method 


BLASTX 



41303 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

..Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



g585876 
151 

5.0e-10 

65 

55 

60S RIBOSOMAL PROTEIN L23A (L25) >gi_1084424_pir S48026 

ribosomal protein L25 - common tobacco >gi_310935 {L18 908) 
60S ribosomal^ protein L25 [Nicotiana tabacum] 

295315 

LIB3076-020-Q1-K1-F6 

BLASTX 

gl345132 

235 

l.Oe-19 

133 

41 

(U47029) ERECTA [Arabidopsis thaliana] 

>gi_1389566_dbj_BAA11869_ {D83257) receptor protein kinase 
[Arabidopsis thaliana] >gi_3075386 (AC004484) receptor 
protein kinase, ERECTA [Arabidopsis thaliana] 

295316 

LIB3076-020-Q1-K1-G1 

BLASTX 

g3024432 

214 

2.0e-17 

87 

60 

PROTEASOME, ALPHA SUBUNIT (MULT I CATALYTIC ENDOPEPTIDASE 
COMPLEX ALPHA SUBUNIT) >gi_1930070 (U92540) proteasome 
alpha subunit [Oryza sativa] 

295317 

LIB3076-020-Q1-K1-G12 

BLASTX 

g3757521 

348 

6.0e-33 

92 

68 

(AC005167) unknown protein [Arabidopsis thaliana] 
295318 

LIB3076-021-Q1-K1-A7 

BLASTX 

g2982259 

202 

5.0e-16 

85 

53 

(AF051212) probable 60s ribosomal protein L13a [Picea 
mariana] 

295319 

LIB307 6-021-Q1-K1-C4 



41304 



Method 


BLASTX 


NCBI GI 


g4210332 


BLAST score 


283 


E value 


3.0e-25 


Match length 


127 


% identity 


52 


NCBI Description 


{AJ223o03) 2-oxoglutarat:e aenyarogenase bujjuii±u 


[AraDiuopsis Lnaiianaj 


Seq. No. 


295320 


Seq. ID 


LIBoU / o — UZ X— yi — rtl — r o 


Method 


BLASTX 


NCBI GI 


g4574208 


BLAST score 


489 


E value 


3 . Oe-49 


Match length 


98 


% identity 


99 


NCBI Description 


(AFU931uo) nistone no iiOJLL.u±dL ruxaxj-isj 


Seq. No. 


295321 


Seq. ID 


LIBoU / D-U^:i— yi-Jxl-bo 


Method 


BLASTX 


NCBI GI 


gl053057 


BLAST score 


156 


E value 


2 . Oe-10 


Match length 


88 


% identity 


48 


NCBI Description 


(U38422) histone [iriticuiti aesuivumj 


Seq. No. 


295322 


Seq. ID 


LIB3076-022-Ql-Kl-By 


Method 


BLASTX 


NCBI GI 


g282833 


BLAST score 


197 


E value 


2.0e-15 


Match length 


84 


% identity 


54 


NCBI Description 


pnospiiogXycerate Kinase iJiiU / ^apxiiat-ii ^ j-j-ayuiciiL. 


Seq. No. 


295323 


Seq. ID 


LIB307o-0z2-Ql-Kl-L)^ 


Method 


BLASTX 


NCBI GI 


gl35417 


BLAST score 


187 


E value 


3.0e-14 


Match length 


45 


% identity 


78 


NCBI Description 


TUBULIN ALPHA-3 CHAIN >gi_10094o_pir JNUiUo tUDUxm 


alpha-3 chain - maize >gi_zziou_emD_(^/i/\4i4oox_ ^aooi/o; 




Alpha-tubulm #3 [Zea mays] >gi__4oo^// (Mdui/ij aipna j 




tubulin [Zea mays] 


Seq. No. 


295324 


Seq. ID 


LIB3076-022-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g3024018 


BLAST score 


335 



41305 



E value 
Match length 
% identity 
NCBI Description 



2.0e-31 

101 

66 

INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 

>gi_154 6919_einb_CAA69225_ (Y07920) translation initiation 
factor 5A [Zea mays] >gi_2668738 {AF034943) translation 
initiation factor 5A [Zea mays] 



Seq. No. 


295325 


Seq. ID 


LIB3076-022-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g4249412 


BLAST score 


552 


E value 


8.0e-57 


Match length 


140 


% identity 


73 


NCBI Description 


(AC006072) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


295326 


Seq. ID 


LIB3076-022-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g4467152 


BLAST score 


279 


E value 


5.0e-25 


Match length 


95 


& n HpTTt" 1 1 V 


55 


NCBI Description 


(AL035540) putative protein [Arabidopsis thaliana] 


Seq. No. 


295327 


Seq, ID 


LIB3076-022-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


gl22007 


BLAST score 


257 


E value 


3.0e-22 


Match length 


87 


% identity 


61 


NCBI Description 


HISTONE H2A >gi_100161_pir S11498 histone H2A - pars 


>gi 20448 emb CAA37828_ (X53831) H2A histone protein 




- 149) [Petroseliniam crispum] 


Seq. No. 


295328 


Seq. ID 


LIB3076-023-Q1-K1-C10 


Method 


BLASTN 


NCBI GI 


g3819299 


BLAST score 


42 


E value 


3.0e-14 


Match length 


94 


% identity 


86 


NCBI Description 


Hordeum vulgare genomic DNA fragment; clone MWG0577 


Seq, No. 


^295329 


Seq. ID 


LIB3076-023-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


gll69228 


BLAST score 


186 


E value 


7.0e-14 


Match length 


49 



41306 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63 

RNA HELICASE-LIKE PROTEIN DBIO >gi_1084413_pir S42639 

helicase-like protein - Wood tobacco 

>gi_563986_dbj_BAA03763_ {D16247) RNA helicase like protein 
DBIO [Nicotiana syivestris] 

295330 

LIB3076-023-Q1-K1-E11 

BLASTX 

g4406792 

331 

8.0e-31 
142 
45 

(AC006304) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



295331 

LIB3076-023-Q1-K1-E2 

BLASTX 

g2623310 

288 

8.0e-26 

82 
67 

(AC002409) unknown protein [Arabidopsis thaliana] 
>gi__3402721 (AC004261) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295332 

LIB307 6-023-Q1-K1-F7 

BLASTX 

g81600 

146 

l.Oe-09 

82 
45 

chaperonin 60 beta (clone bX) 
(fragment) 



- Arabidopsis thaliana 



295333 

LIB3076-023-Q1-K1-G8 

BLASTX 

g417360 

303 

l.Oe-27 

105 

55 

HIGH MOBILITY GROUP-LIKE NUCLEAR PROTEIN 2 

>gi_2131280_pir S67767 high mobility group-like protein 

NHP2 - yeast (Saccharomyces cerevisiae) 

>gi_666101_einb_CAA40885_ (X57714) high mobility group-like 
nuclear protein 2 [Saccharomyces cerevisiae] 
>gi_1429348_emb_CAA67483_ (X99000) high-mobility-group-like 
protein [Saccharomyces cerevisiae] 
>gi_1431346_emb_CAA98786_ (Z74256) ORE YDL208w 
[Saccharomyces cerevisiae] 



41307 



Seq. No, 295334 

Seq. ID LIB3076-024-Q1-K1-B1 

Method BLASTX 

NCBI GI g4586255 

BLAST score 173 

E value 5.0e-13 

Match length 57 

% identity 63 

NCBI Description (AL049640) putative protein [Arabidopsis thaliana] 

Seq. No. 295335 

Seq. ID LIB3076-024-Q1-K1-B7 

Method BLASTX 

NCBI GI g417103 

BLAST score 644 

E value 2.0e-67 

Match length 137 

% identity 96 



NCBI Description HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_exnb_CAA42957_ (X60429) histone H3 . 3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 -[Medicago sativa] >gi__488569 {U09461) histone 
H3.2 [Medicago sativa] >gi_488575 {U09464) histone H3.2 
[Medicago sativa] >gi_488577 {U094 65) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ {X7 9714) histone 
H3 [Lolium temulentum] >gi_1435157_eitib_CAA58445__ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi__2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi__3273350__dbj_BAA31218_ {AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 {AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb__AAC97380_ {AF109910) histone H3 [Porteresia 
coarctata] >gi_44 90754_einb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4 4 90755__emb_CAB38917 . 1_ 
(AL035708) "Histon H3 [Arabidopsis thaliana] 

295336 

LIB3076-024-Q1-K1-B8 
BLASTX 
gl053047 
218 

l.Oe-17 
100 
50 

(U38425) histone H3 [Glycine max] >gi_1053049 (U38426) 
histone H3 [Glycine max] >gi_1053051 (U38427) histone H3 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 295337 

Seq. ID LIB3076-024-Q1-K1-G11 

Method BLASTX 

NCBI GI g3006145 

BLAST score 341 

E value 4.0e-32 



41308 



Match length 126 
% identity 52 

NCBI Description {AL022299) ABC transporter [Schizosaccharomyces pombe] 



Seq. No. 


295338 


Seq. ID 


LIB3076-024-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


« cr o 1 o o fi 

goolozy 


BLAST score 


141 


E value 


b . ue— uy 


Match length 


63 


% identity 


46 


NCBI Description 


/^T10'3Cl^^ K^ii-hri—rTa i a/^-h/^c-i Ha c-o a 1 -nh p TiAni" 1 fplonincT vector 




pSportl] 


Seq. No. 


295339 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g2088822 


BLAST score 


170 


E value 


5 . Oe-12 


Match length 


105 


% identity 


41 


NCBI Description 


(AF003384) K07B1.4 gene product [Caenorhabditis elegans] 


Seq. No. 


295340 


Seq. ID 


LIB3076-025-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3193316 


BLAST score 


262 


E value 


7,0e-23 


Match length 


101 


% identity 


57 


NCBI Description 


{AF069299) contains similarity to nucleotide sugar 



epimerases [Arabidopsis thaliana] 



Seq. No. 


295341 


Seq. ID 


LIB3076-025-Q1-K1-F2 


Method 


BLASTN 


NCBI GI 


gll81330 


BLAST score 


67 


E value 


l.Oe-29 


Match length 


87 


% identity 


94 


NCBI Description 


2. mays CNX mRNA 


Seq. No. 


295342 


Seq. ID 


LIB3076-025-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


gl00665 


BLAST score 


502 


E value 


5.0e-51 


Match length 


100 


% identity 


56 


NCBI Description 


calmodulin 2 (clone 



>gi_310313 (L18914) calmodulin [Oryza sativa] 
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Seq. No. 




Seq. ID 


LIB3076-025-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 




E value 


c AO 

D , ue-4z 


Match length 


86 


% identity 




NCBI Description 


/ 7\ T^ri '3 yi Q yl R \ /^l 17/^-1 nci — T~*i ^Vi PKTZi Ht nrJi nrr ■nyntp'i n f Zea ITiavsl 
(AJcUJ4_?4D; gxycmencn r\lNri Uxixu-Liiy ^r-^j-wucLii L ijcd iLLa._yoj 


Seq. No. 


O Q >1 A 


Seq. ID 


LIB307 6-02 6-Q1-K1-A1L) 


Method 


BLASTX 


NCBI GI 


g4538962 


BLAST score 


14 J 


E value 


7 . Oe-09 


Match length 


68 


% identity 


A C 

4 b 


NCBI Description 


(ALu494oo) nypotnecicax prouem L-f^raDxuupsxis Lxia-L-Laiiaj 


Seq. No. 


zdyoo4o 


Seq. ID 


LIB307 6-026-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g2281090 


BLAST score 


141 


E value 


3 . Oe-09 


Match length 


45 


% identity 


60 


NCBI Description 


(ACOOzoJo) nypotrietxcai protein |_HraDiaop5X£> uiidxxaiiaj 


Seq. No. 


z9o J4b 


Seq. ID 


LIBJu / o-UZb-Qi-Kl-bo 


Method 


BLASTX 


NCBI GI 


gl519251 


BLAST score 


282 


E value 


2.0e-25 


Match length 


88 


% identity 


66 


NCBI Description 


{U65957) GF14-C protein [Oryza sativa] 


Seq. No, 


295347 


Seq. ID 


LIB3076-026-Ql-Kl-Db 


Method 


BLASTX 


NCBI GI 


g4586111 


BLAST score 


190 


E value 


9. Oe-15 


Match length 


74 


% identity 


53 


NCBI Description 


{AL049638) putative protein [Arabidopsis thaliana] 


Seq. No. 


295348 


Seq. ID 


LIB3076-026-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


gl076331 


BLAST score 


162 


E value 


l.Oe-17 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 



115 
39 

histidine transport protein - Arabidopsis thaliana 
>gi 510238_einb_CAA54634_ (X77503) oligopeptide transporter 
l-l" [Arabidopsis thaliana] >gi_744157_prf_2014244A His 
transporter [Arabidopsis thaliana] 

295349 

LIB307 6-027-Q1-K1-A3 

BLASTX 

g3927806 

217 

9.0e-18 

62 
66 

(U96439) aminoalcoholphosphotransf erase [Pimpinella 
brachycarpa] 

295350 

LIB3076-027-Q1-K1-F1 

BLASTN 

g2921303 

40 

3.0e-13 

86 
87 

Zea mays herbicide safener binding protein (SBPl) mRNA, 
complete cds 

295351 

LIB3076-027-Q1-K1-G5 

BLASTX 

gl055130 

189 

4.0e-14 
111 

44 ' 

(U39998) coded for by C. elegans cDNA yk92bll.3; coded for 
by C. elegans cDNA yk92bll.5; coded for by C. elegans cDNA 
yk78c2.5; coded for by C. elegans cDNA cm9a8; coded for by 
C. elegans cDNA yk66h8.3; coded for by C. elegans cDNA 
yk78c2.3 

295352 

LIB3076-028-Q1-K1-D8 

BLASTX 

g3258569 

222 

3.0e-18 

58 
78 

(U89959) Similar to yeast general negative regulator of 
transcription subunit 1 [Arabidopsis thaliana] 

295353 

LIB307 6-029-Q1-K1-C10 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3821780 
36 

6.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
295354 

LIB3076-029-Q1-K1-C6 

BLASTX 

g3860277 

196 

l.Oe-15 

58 

71 

{AC005824) putative ribosomal protein LIO [Arabidopsis 
thaliana] >gi_4314394__gb_AAD15604_ (AC006232) putative 
ribosomal protein LlOA [Arabidopsis thaliana] 

295355 

LIB3076-029-Q1-K1-E10 

BLASTX 

gl345838 

281 

3.0e-25 

94 

66 

PHYTOENE DEHYDROGENASE PRECURSOR (PHYTOENE DESATURASE) 

>gi_213014 3_pir S65060 phytoene desaturase precursor - 

maize >gi 1051180 {U37285) phytoene desaturase [Zea mays] 



Seq- No. 


295356 


Seq. ID 


LIB3076-029-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g452593 


BLAST score 


227 


E value 


3.0e-19 


Match length 


70 


% identity 


57 


NCBI Description 


(D21814) ORF [Lilium longiflorum] 


Seq. No. 


295357 


Seq. ID 


LIB3076-029-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


gl708107 


BLAST score 


300 


E value 


3.0e-27 


Match length 


96 


% identity 


67 


NCBI Description 


HISTONE H2B >gi_473605 (U08226) hi 


Seq. No. 


295358 


Seq. ID 


LIB307 6-029-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g4586103 


BLAST score 


539 


E value 


7.0e-56 



H2B [Zea mays] 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139 
83 

{AL049638) putative protein [Arabidopsis thaliana] 
295359 

LIB3076-029-Q1-K1-G9 

BLASTX 

g2342683 

383 

6.0e-37 

75 
84 

{AC000106) Contains similarity to Bos beta-mannosidase 
(gb_U46067). [Arabidopsis thaliana] 

295360 

LIB3076-029-Q1-K1-H5 

BLASTN 

g398917 

36 

6.0e-ll 

64 

89 

B.napus cold induced protein (BnC24A) mRNA 
295361 

LIB3076-030-Q1-K1-D8 

BLASTX 

g2146746 

201 

l.Oe-15 

97 

41 

protein kinase (EC 2.7.1.-) - Arabidopsis thaliana 
>gi_166819 {L05562) protein kinase [Arabidopsis thaliana] 



Seq. No. 


295362 


Seq. ID 


LIB3076-030-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g642624 


BLAST score 


153 


E value 


3.0e-13 


Match length 


94 


% identity 


52 


NCBI Description 


(L39266) phytoene desaturase [ 


Seq. No. 


295363 


Seq. ID 


LIB3076-030-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g3513727 


BLAST score 


283 


E value 


2.0e-25 


Match length 


86 


% identity 


69 


NCBI Description 


(AF080118) contains similarity 



TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 
kinesin2.hmm, score: 17.49, 20.52 and 10.94) [Arabidopsis 
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thaliana] >gi_4539358_einb_CAB40052 . 1_ 
protein [Arabidopsis thaliana] 



(AL04 9525) putative 



Seq. No. 


295364 


Seq. ID 


LIB3076-030-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g4006893 


BLAST score 


501 


E value 


7 . Oe-51 


Match length 


116 


% identity 


78 


NCBI Description 


(Z99708) aiTLxnopeptiaase-iiKe procem i 


Seq. No. 


295365 


Seq. ID 


LIB3076-031-Q1-K1-B4 


Method 


BLASTN 


NCBI GI 


g577824 


BLAST score 


126 


E value 


l.Oe-64 


Match length 


221 


% identity 


89 


NCBI Description 


Z.mays gene tor HzB nxstone tgnzaoj 


Seq. No. 


o ri c o /* 

295355 


Seq. ID 


LIB3076-031-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g3892051 


BLAST score 


228 


E value 


6.0e-19 


Match length 


59 


% identity 


69 


NCBI Description 


{AC002330) predicted NADH dehydrogena; 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
295367 

LIB3076-031-Q1-K1-F8 

BLASTX 

g3482914 

145 

3.0e-09 
58 
57 

(AC003970) 
thaliana] 



Similar to nodulins and lipase [Arabidopsis 



Seq. No. 
Seq. ID 



295368 

LIB3076-031-Q1-K1-G11 

BLASTX 

g2668742 

441 

8.0e-44- 

86 

100 

(AF034945) glycine-rich RNA binding protein [Zea mays] 
295369 

LIB3076-031-Q1-K1-H9 
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Method BLASTX 

NCBI GI g2160161 

BLAST score 297 

E value 7.0e-27 

Match length 14 6 

% identity 7 

NCBI Description (AC000132) F21M12.7 gene product [Arabidopsis thaliana] 

Seq. No. 295370 

Seq. ID LIB3076-032-Q1-K1-B3 

Method BLASTN 

NCBI GI gl68500 

BLAST score 132 

E value 2.0e-68 

Match length 184 

% identity 93 

NCBI Description Maize (Zea mays) histone H4 gene (H4C14), complete cds 



295371 

LIB3076-032-Q1-K1-B4 

BLASTX 

gl22103 

165 

9.0e-12 

59 

58 

HISTONE H4 >gi_70776_pir HSZP4 histone H4 - fission yeast 

(Schizosaccharomyces pombe) >gi_4964_emb_CAA28853_ (X05223) 
histone H4.2 (AA 1-103) [Schizosaccharomyces pombe] 
>gi_4967_emb_CAA28855__ (X05224) histone H4 . 3 (AA 1 - 103) 
[Schizosaccharomyces pombe] >gi_4 969_emb_CAA28850_ (X05222) 
Histone H4.1 [Schizosaccharomyces pombe] 
>gi_225754 9_dbj_BAA21442_ (AB004538) histone H4 
[Schizosaccharomyces pombe] >gi_29504 90_emb_CAA17818_ 
(AL022072) histone h4 [Schizosaccharomyces pombe] 

>gi_224836_prf 1202262E histone H4.1 [Schizosaccharomyces 

pombe] 



Seq. No. 295372 

Seq. ID LIB3076-032-Q1-K1-C12 

Method BLASTX 

NCBI GI g3108161 

BLAST score 14 9 

E value 4.0e-10 

Match length 52 

% identity 56 

NCBI Description (AF061106) putative monosaccharide transporter 1 [Petunia x 
hybrida] 

Seq. No. 295373 

Seq. ID LIB3076-032-Q1-K1-C3 

Method BLASTX 

NCBI GI g3142294 

BLAST score 551 

E value l.Oe-56 

Match length 110 

% identity 93 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



(AC002411) Strong similarity to initiation factor eIF-2, 
gb_U37354 from S. porabe. ESTs gb_T41979, gb_N37284 and 
gb_N37529 come from this gene. [Arabidopsis thaliana] 

295374 

LIB3076-032-Q1-K1-C7 

BLASTX 

g4406820 

164 

5.0e-15 

87 

48 

(AC006201) putative ras superfamily member [Arabidopsis 
thaliana] 

295375 

LIB3076-032-Q1-K1-D3 

BLASTX 

g550438 

242 

l.Oe-20 

67 

75 

(X81829) cytochrome P450 [Zea mays] 

>gi_187 0201_emb_CAA72208_ {Y11404) cytochrome p450 [Zea 
mays] 

295376 

LIB3076-032-Q1-K1-F11 

BLASTX 

g3372230 

247 

5.0e-21 

71 

63 

{AF017074) RNA polymerase I, II and III 16,5 kDa subunit 
[Arabidopsis thaliana] >gi_4585968_gb_AAD25604 . 1_AC005287_ 
{AC005287) RNA polymerase I, II and III 16.5 IcDa subunit 
[Arabidopsis thaliana] 

295377 

LIB3076-032-Q1-K1-G2 

BLASTN 

g2062705 

38 

6.0e-12 

42 

98 

Human butyrophilin (BTF5) mRNA, complete cds 
295378 

LIB3076-032-Q1-K1-G5 

BLASTX 

g2832649 

211 

2.0e-22 
97 



41316 



% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



56 

(AL021710) adenylosuccinate lyase 
[Arabidopsis thaliana] 



like protein 



295379 

LIB3076-032-Q1-K1-G9 

BLASTX 

g3885342 

417 

4.0e-41 

105 

73 

(AC005623) putative DNA polymerase [Arabidopsis thaliana] 



295380 

LIB3076-032-Q1-K1-H11 

BLASTX 

g4507075 

294 

2.0e-26 

133 

47 

SWI/SNF related, matrix associated, 
regulator of chromatin, subfamily a, 
>gi_2967452_dbj_BAA25173_ (AB010B82) 



actin dependent 
member 5 

hSNF2H [Homo sapiens] 



295381 

LIB3076-033-Q1-K1-E12 

BLASTX 

gl076746 

208 

6.0e-17 

78 

59 

heat shock protein 70 - rice (fragment) 

>gi_7 63160_emb_CAA47 94 8_ (X67711) heat shock protein 70 
[Oryza sativa] 

295382 

LIB3076-033-Q1-K1-E3 

BLASTX 

g3461848 

402 

3.0e-39 

130 

63 

{AC005315) putative ATPase [Arabidopsis thaliana] 
295383 

LIB3076-033-Q1-K1-F2 

BLASTX 

g2104959 

170 

9,0e-16 

74 

62 

(U96925) immunophilin [Vicia faba] 
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Seq. No. 




Seq. ID 


LIB307 6-033-Ql-Kl-Hi 


Method 


BLASTX 


NCBI GI 


g3242659 


BLAST score 


173 


E value 


2 . Oe-12 


Match length 


55 


% identity 


DO 


NCBI Description 


(AB015599} spermidine syntnase [uorrea araDicaj 


Seq. No. 




Seq. ID 


LIB3076-U34-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g2281705 


BLAST score 


426 


E value 


4 . Oe-42 


Match length 


122 


% identity 


74 


NCBI Description 


{AF013979) ethylene responsive lactor [uryza sanvaj 


Seq. No. 


29538 D 


Seq. ID 


LIB307 6-034 -Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g3004950 


BLAST score 


408 


E value 


4.0e-40 


Match length 


101 


% identity 


84 


NCBI Description 


{AF037061) tonoplast intrinsic protein; ZmTIPl [Zea mays] 


Seq. No. 


295387 


Seq. ID 


LIB3076-034-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g4056502 


BLAST score 


244 


E value 


8. Oe-23 


Match length 


75 


% identity 


74 


NCBI Description 


{AC005896) 40S ribosomal protein S5 [Arabidopsis thaliana 


Seq. No. 


295388 


Seq. ID 


LIB3076-035-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g4426627 


BLAST score 


199 


E value 


2.0e-15 


Match length 


48 


% identity 


77 


NCBI Description 


{AF099969) sterol-C5 ( 6) -desaturase homolog [Nicotiana 




tabacum] 


Seq. No. 


295389 


Seq. ID 


LIB3076-035-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g2245125 


BLAST score 


156 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2,0e-10 

44 

64 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
295390 

LIB3076-035-Q1-K1-F12 

BLASTX 

g3819164 

261 

9.0e-23 

94 

56 

(AJ012318) cytosolic chaperonin, delta-subunit [Glycine 
max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295391 

LIB307 6-036-Q1-K1-A12 

BLASTX 

g3150407 

241 

2.0e-20 

57 

77 

(AC004165) hypothetical protein 



295392 

LIB3076-036-Q1-K1-C6 

BLASTX 

g3121848 

521 

2.0e-53 

106 

96 

CALMODULIN >gi_1835521 
annuum] 



[Arabidopsis thaliana] 



(U83402) calmodulin [Capsicum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295393 

LIB3076-036-Q1-K1-D5 

BLASTX 

g3298548 

215 

6.0e-18 
62 
73 

(AC004681) 
thaliana] 



putative spliceosomal protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295394 

LIB3076-036-Q1-K1-D9 

BLASTN 

g3747049 

57 

2.0e-23 

181 

83 

Zea mays ribosomal protein L26 mRNA, partial cds 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295395 

LIB3076-036-Q1-K1-F12 

BLASTX 

g2668742 

274 

2.0e-24 

79 

72 

(AF034945) glycine-rich RNA binding protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295396 

LIB3076-036-Q1-K1-G4 

BLASTX 

g3142300 

360 

2.0e-34 

113 

62 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L29224^ from S. cerevisiae. ESTs gb_R64 908 
and gb_T88158, gb_N38703 and gb_AA651043 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295397 

LIB3076-036-Q1-K1-G6 

BLASTX 

g3850999 

280 

2.0e-25 

70 

79 

(AF069908) 
[Zea mays] 



pyruvate dehydrogenase El beta subunit isoform 1 



Seq, No. 


295398 


Seq. ID 


LIB3076-037-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g3269293 


BLAST score 


277 


E value 


l.Oe-24 


Match length 


112 


% identity 


47 


NCBI Description 


{AL030978) putative protein [Arabidopsi. 


Seq. No. 


295399 


Seq. ID 


LIB3076-037-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


gl707928 


BLAST score 


198 


E value 


l.Oe-15 


Match length 


80 


% identity 


61 


NCBI Description 


GLUCOSE-l-PHOSPHATE ADEN YLYL TRANSFERASE 



PRECURSOR (ADP-GLUCOSE SYNTHASE) (ADP-GLUCOSE 
PYROPHOSPHORYLASE) (AGPASE S) (ALPHA-D-GLUCOSE-l-PHOSPHATE 
ADENYL TRANSFERASE) >gi_1076806__pir S49439 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



glucose-l-phosphate adenylyltransf erase (EC 2.7.7,27) - 
maize >gi_558365_einb_CAA86227_ (Z38111) ADP-glucose 
pyrophosphorylase [Zea mays] 

295400 

LIB3076-037-Q1-K1-F5 

BLASTN 

g2737972 

129 

3.0e-66 

189 

92 

Zea mays protein kinase ZmMEKl mRNA, complete cds 
295401 

LIB307 6-037-Q1-K1-H12 

BLASTX 

g4539292 

197 

2.0e-15 

79 

56 

(AL049480) putative ribosomal protein SIO [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295402 

LIB3076-038-Q1-K1-B2 

BLASTX 

gl729938 

165 

7.0e-12 

64 

47 

THIOREDOXIN-LIKE PROTEIN SLR0233 >gi_100 1 610_dbj_BAA10238_ 
(D64000) thioredoxin M [Synechocystis sp.] 

295403 

LIB3076-038-Q1-K1-C6 

BLASTX 

gl076348 

210 

9.0e-23 

69 

84 

myosin MYAl, class V - Arabidopsis thaliana 
>gi__433663_emb_CAA82234_ (Z28389) myosin [Arabidopsis 
thaliana] 

295404 

LIB3076-038-Q1-K1-E11 

BLASTX 

g4406761 

312 

9.0e-29 

110 
55 

(AC006836) putative ubiquinone biosynthesis protein 



41321 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295405 

LIB3076-038-Q1-K1-E4 

BLASTN ' 

gl68547 

73 

6.0e-33 

77 
99 

Zea mays putative brain specific 14-3-3 protein, tau 
protein homolog rtiRNA, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295406 

LIB3076-039-Q1-K1-A11 

BLASTN 

g2984708 

56 

l.Oe-22 

63 

97 

Zea mays DnaJ-related protein 
cds 



ZMDJl (mdJl) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295407 

LIB3076-039-Q1-K1-A7 

BLASTX 

g3757521 

170 

4.0e-12 

78 

41 

(AC005167) unknown protein [Arabidopsis thaliana] 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295408 

LIB3076-039-Q1-K1-B10 

BLASTX 

g2668742 

229 

3.0e-19 

70 

67 

{AF034 945) glycine-rich RNA binding protein [Zea mays] 
295409 

LIB3076-G39-Q1-K1-B8 

BLASTX 

g4206309 

239 

2.0e-20 

83 

59 

(AF049112) prpol [Zea mays] 



Seq. No. 
Seq. ID 
Method 



295410 

LIB3076-039-Q1-K1-D5 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2500380 
398 

l.Oe-38 

86 

85 

60S RIBOSOMAL PROTEIN L44 >gi_2119128__pir JC4923 ribosomal 

protein RL44 - upland cotton >gi_1553129 (U64677) ribosomal 
protein L44 isoform a [Gossypium hirsutum] >gi_1553131 
(U64678) ribosomal protein L44 isoform b [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295411 

LIB3076-039-Q1-K1-D7 

BLASTX 

g2500380 

398 

9.0e-39 

86 
85 

60S RIBOSOMAL PROTEIN L44 >gi_2119128_pir JC4923 ribosomal 

protein RL44 - upland cotton >gi_1553129 (U64677) ribosomal 
protein L44 isoform a [Gossypium hirsutum] >gi_1553131 
(U64678) ribosomal protein L44 isoform b [Gossypium 
hirsutum] 



Seq. No. 


295412 


Seq. ID 


LIB307 6-039-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 


207 


E value 


l.Oe-16 


Match length 


66 


% identity 


70 


NCBI Description 


(AF034 945) glycine-rich RNA binding protein [Zea inays] 


Seq. No. 


295413 


Seq. ID 


LIB3076-040-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl076758 


BLAST score 


151 


E value 


9.0e-14 


Match length 


60 


% identity 


72 


NCBI Description 


heat-shock protein precursor - rye >gi_2130093_pir S65776 




heat-shock protein, 82K, precursor - rye 




>gi_556673_emb_CAA82945_ {Z30243) heat-shock protein 




[Secaie cereale] 


Seq. No. 


295414 


Seq. ID 


LIB3076-041-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g2959767 


BLAST score ^ 


404 


E value 


2.0e-39 


Match length 


133 


% identity 


58 


NCBI Description 


(AJ002584) AtMRP4 [Arabidopsis thaliana] >gi 3738292 



41323 



(AC005309) glut athione-con jugate transporter AtMRP4 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295415 

LIB3076-041-Q1-K1-H10 

BLASTN 

g2665535 

202 

l.Oe-ilO 

399 
88 

Zea mays HCF106 precursor protein 
gene encoding chloroplast protein^ 



;Hcfl06) mRNA, nuclear 
complete cds 



295416 

LIB3076-041-Q1-K1-H2 

BLASTN 

gl657766 

34 

B.Oe-lO 

50 

46 

Zea mays retrotransposon Opie-2 5* LTR, primer binding 
site, gag gene, pol gene, complete cds, polypurine tract 
and 3' LTR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295417 

LIB3076-041-Q1-K1-H4 

BLASTX 

g3341679 

156 

2.0e-10 

68 

51 

{AC003672) dynamin-like protein phragmoplastin 12 
[Arabidopsis thaliana] 

295418 

LIB3076-042-Q1-K1-A12 

BLASTN 

g22292 

80 

2.0e-37 

120 

92 

Z.mays mRNA for glycine-rich protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295419 

LIB3076-042-Q1-K1-A3 

BLASTX 

g2673868 

173 

9.0e-13 

44 

75 

(Y14856) fimbriata-associated protein [Antirrhinum majus] 



41324 



Seq. No. 


o n c /I o A 


Seq. ID 


T TVi'^ni AO— —vci — P9 

hxtioU I V \J*±Z \J1- ixj. 


Method 


BLASTN 


NCBI GI 


g2062705 


BLAST score 


33 


E value 


D . ue-uy 


Match length 




% identity 


100 


NCBI Description 


nuiuan Dunyropm j.xri \dj.z>jj lurMNri/ ouui^xtsuc wu.o 


Seq. No. 


o n c yi o T 


Seq. ID 


LliJoU /o U4z"~yx rv-L JliXU 


Method 


BLASTX 


NCBI GI 


gl076678 


BLAST score 


179 


E value 


i . ue-io 


Match length 


A C 

4b 


% identity 


84 


NCBI Description 


uJDiquiuin / riDOSOiiiaj. prorein o^/cl potciuu \ J.i.clyutc;ii^- 


Seq. No. 


295422 


Seq. ID 


LlrioU / o — U4^:— yi — iN-L — r o 


Method 


BLASTX 


NCBI GI 


g3785978 


BLAST score 


346 


E value 


1 . Oe-32 


Match length 


87 


% identity 


68 


NCBI Description 


(ACOOoooU) unKnown protein L-^^raDiaopsis maxianaj 


Seq. No. 


295423 


Seq. ID 


LIB307o-U42-Ql-Ki-hil 


Method 


BLASTX 


NCBI GI 


gl21974 


BLAST score 


158 


E value 


6 . 0e-2i 


Match length 


67 


% identity 


90 


NCBI Description 


HIoTONL H2A.Z.1 >gi /U/IU pir novviZB. msi-one n-!irt..4C 


Seq. No. 


295424 


Seq. ID 


LIB3076-042-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


gl498053 


BLAST score 


398 


E value 


8 . Oe-39 


Match length 


94 


% identity 


80 


NCBI Description 


(Ud44oo) riDOSoinai prouem bo [^^a inaysj 


Seq. No. 


295425 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g2347198 


BLAST score 


357 


E value 


7.0e-34 


Match length 


82 
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% identity 

NCBI Description 



77 

{AC002338) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295426 

LIB3076-043-Q1-K1-E5 

BLASTX 

g417103 

145 

l.Oe-18 

89 
64 

HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_erab_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
{U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911__enib_CAA56153_ (X7 9714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA58445__ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypiiom hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 {AF093633) histone H3 [Oryza sativa] 
>gi_40384 69_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi__4490754_emb_CAB38916.1_ {AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4490755_einb_CAB38917 . 1_ 
{AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No. 


295427 


Seq. ID 


LIB3076-043-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g2213612 


BLAST score 


150 


E value 


9.0e-10 


Match length 


31 


% identity 


84 


NCBI Description 


(AC000103) F21J9.6 [Arabidopsis thaliana] 


Seq. No. 


295428 


Seq. ID 


LIB3076-044-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


gll68654 


BLAST score 


422 


E value 


l.Oe-41 


Match length 


132 


% identity 


58 


NCBI Description 


BETA-GALACTOSIDASE PRECURSOR (LACTASE) 




>gi__542198_pir S41889 beta-galactosidase 




garden asparagus >gi 452712 emb CAA54525_ 




beta-galactosidase [Asparagus officinalis 


Seq. No. 


295429 


Seq. ID 


LIB3076-044-Q1-K1-G3 


Method 


BLASTX 



(EC 3.2.1.23) 

(X773i9) 
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XT ^ T" 

NCBI GI 


g4DZ^4o 


BLAST score 


327 


E value 


2.0e-30 


Match length 


86 


% identity 


81 


NCBI Description 


HISTONE H4 >gi_421921_pir S327 69 histone H4 - tomato 




>gi 297150 ertib CAA48923_ {X69179) histone H4 [Lycopersicon 




esculentum] >gi 297152 emb CAA48924_ (X69180) histone H4 




[Lycopersicon esculentum] >gi 274 6721 (AF038387) histone H4 




[Capsicum annuum] 


Seq. No. 


295430 


Seq. ID 


LIB307 6-045-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


gl666173 


BLAST score 


187 


E value 


3 . Oe-14 


Match length 


75 


% identity 


56 


NCBI Description 


{Y09106) transcription factor [Nicotiana plumbaginifolia] 


Seq, No. 


295431 


Seq. ID 


LIB3076-045-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g584893 


BLAST score 


164 


E value 


l.Oe-11 


Match length 


56 


% identity 


71 


NCBI Description 


SERINE CARBOXYPEPTIDASE III PRECURSOR 




>gi_283002 pir S22530 carboxypeptidase III (EC 3.4.16.-) - 




rice >gi_218153_dbj_BAA01757_ (D1Q985) serine 




carboxypeptidase III [Oryza sativa] 


Seq. No. 


295432 


Seq. ID 


LIB3076-045-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g3128188 


BLAST score 


291 


E value 


3 . Oe-26 


Match length 


106 


% identity 


48 


NCBI Description 


(AC004521) putative beta-glucosidase [Arabidopsis thaliana] 


Seq. No. 


295433 


Seq. ID 


LIB3076-046-Q1-K1-D9 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


59 


E value 


2 . Oe-24 


Match length 


107 


% identity 


89 


NCBI Description 


Zea mays 22-kDa alpha zein gene cluster, complete sequence 


Seq. No. 


295434 


Seq. ID 


LIB3076-04 6-Q1-K1-E9 


Method 


BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g730510 
238 

4.0e-20 

46 

100 

RAS-RELATED PROTEIN RICl >gi_542150_pir S38740 GTP-binding 

protein - rice >gi_432607_gb_AAB28535_ (S66160) ras-related 
GTP binding protein possessing GTPase activity=ricl [Oryza 
sativa-rice, var. Yamahoushi/ callus. Peptide, 202 aa] 
[Oryza sativa] 



Seq. No. 


295435 


Seq. ID 


LIB307 6-04 6-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g2244939 


BLAST score 


256 


E value 


4.0e-22 


Match length 


135 


% identity 


43 


NCBI Description 


(297339) hypothetical protein 


Seq. No, 


295436 


Seq. ID 


LIB307 6-04 6-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g399854 


BLAST score 


258 


E value 


2.0e-22 


Match length 


91 


% identity 


63 


NCBI Description 


HISTONE H2B.2 >gi 283042 pir I 




>gi_22325_emb_CAA40565_ (X5731; 


Seq. No. 


295437 


Seq. ID 


LIB307 6-047-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


gl34598 


BLAST score 


161 


E value 


l.Oe-17 


Match length 


63 


% identity 


79 


NCBI Description 


SUPEROXIDE DISMUTASE-4AP (CU-Zl 


Seq. No. 


295438 


Seq. ID 


LIB3076-047-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g4508021 


BLAST score 


152 


E value 


4.0e-lQ 


Match length 


98 


% identity 


40 


NCBI Description 


UNKNOWN >gi_3510462 (AF019767) 




sapiens] 


Seq. No, 


295439 


Seq. ID 


LIB307 6-047-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g2267006 ^ 



S28049 
H2B 



histone 
histone 



H2B - maize 
[Zea mays] 



zinc finger protein [Homo 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192 

3.0e-15 

69 

61 

(AF006825) endosperm lumenal binding protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295440 

LIB3076-047-Q1-K1-H2 

BLASTN 

g5091496 

51 

l.Oe-19 

99 

88 

Oryza sativa genomic 
complete sequence 



DNA, chromosome 6, clone P0680A03, 



Seq. No. 


295441 


Seq. ID 


LIB3076-048-Q1-E1-D2 


Method 


BLASTX 


NCBI GI 


g2244771 


BLAST score 


280 


E value 


4 . Oe-25 


Match length 


62 


% identity 


90 


NCBI Description 


(Z97335) kinesin homolog 


Seq. No. 


295442 


Seq. ID 


LIB3076-04 8-Q1-E1-H3 


Method 


BLASTX 


NCBI GI 


g3080372 


BLAST score 


307 


E value 


4 . Oe-28 


Match length 


91 


% identity 


62 


NCBI Description 


(AL022580) putative pect 




thaliana] 


Seq. No. 


295443 


Seq. ID 


LIB3076-049-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g4262250 


BLAST score 


261 


E value 


8.0e-23 


Match length 


107 


% identity 


52 


NCBI Description 


(AC006200) putative aldo 


Seq. No. 


295444 


Seq. ID 


LIB3076-049-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g531829 


BLAST score 


148 


E value 


9.0e-10 


Match length 


86 


% identity 


42 



[Arabidopsis 



NCBI Description (U12390) beta-galactosidase alpha peptide [cloning vector 



41329 



pSportl] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295445 

LIB3076-049-Q1-K1-G12 

BLASTX 

g4454464 

221 

2.0e-18 

69 

62 

(AC006234) unknown protein [Arabidopsis thaliana] 
295446 

LIB3076-052-Q1-E1-G6 

BLASTX 

gl35411 

622 

6.0e-65 

116 

99 

TUBULIN ALPHA-2 CHAIN >gi_82732_pir S15772 tubulin alpha-2 

chain - maize >gi_22148_emb_CAA33733_ (X15704) 
alpha2- tubulin [Zea mays] 

295447 

LIB307 6-052-Q1-E1-H4 

BLASTX 

gl737492 

177 

3.0e-15 

72 

61 

(U81318) poly (A) -binding protein [Triticum aestivum] 
295448 

LIB3076-053-Q1-E1-A11 

BLASTX 

g417154 

345 

l.Oe-32 

72 

88 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256__emb_CAA77978_ (Z11920) heat shock protein 82 
{HSP82) [Oryza sativa] 

295449 

LIB307 6-053-Q1-E1-C10 

BLASTX 

g2511531 

229 

l.Oe-31 

88 

81 

(AF008120) alpha tubulin 1 [Eleusine indica] 
>gi_3163944_emb_CAA06618_ {AJ005598) alpha-tubulin 1 



41330 



[Eleusine indica] 



beg, NO. 


0 Qc; j1 c; a 


Seq. ID 


LIB3076-053-Q1-E1-D9 


Method 


BLASTX 


NCBI GI 


gi /o^oiy 


BLAST score 


1 /U 


E value 


3 . Oe-lo 


Match length 




% identity 


Dl 


NCBI Description 


[uoZf^o) ruioirs noiuoiog [iiraDiaops 


beq. NO. 




Seq. ID 


LIB3076-053-Q1-E1-E1 


Method 


BLASTX 


NCBI GI 


goo4 loll 


BLAST score 


14 / 


E value 


3 . Oe-13 


Match length 


OZ 


% identity 


53 


NCBI Description 


(AJz3ll34) cmnaitioyi-LOA reductase 


beq. NO. 


zyo4DZ 


beq. lu 


lilrSoU / D-*UO J \J1 xLil r 1 


Method 


BLASTX 


NCBI GI 


g3738293 


BLAST score 


265 


E value 


2.0e-23 


Match length 


63 


% identity 


83 


NCBI Description 


(AC005309) putative CCAAT-binding 



subunit A (CBF-A) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295453 

LIB3076-053-Q1-E1-F2 

BLASTX 

g82696 

148 

4.0e-ll 

53 
75 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
{X61121) glycine-rich protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295454 

LIB3076-053-Q1-E1-F8 

BLASTX 

g2661179 

358 

4.0e-34 

127 
50 

(U80984) AtZWlO [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



295455 

LIB307 6-053-Q1-E1-F9 
BLASTX 



41331 



NCBI GI 


g2062167 


BliAST score 


320 


E value 


3.0e-36 


Match length 


14 J 


^ laentity 




NCBI Description 


(ACUUiD4o) ProXine-ricn protein afu isoiog [AraDiaopsis 
thaliana] 


Seq. No. 


zyo4oD 


Seq. ID 


LlboU / D-UOO-yi— Ixl-oll 


Method. 


■DT Z\CT\[ 


NCBI GI 


g3511235 


BLAST score 


116 


E value 


2.0e-58 


Match length 


jilz 


% xdentxty 


yz 


NCBI Description 


Zea mays starch branching enzyme lib (ae) gene, complete 

CQS 


Seq. No. 


295457 


beq. ID 


LilDOU { D~UOO yi J\l DO 


Method 


TIT 7\ f^m'V 

BLASTX 


NCBI GI 


g3201994 


BLAST score 


188 


E value 


z , Ue-14 


Match length 


71 


% identity 


56 


NCBI Description 


{AF068483) chaperonin Cct6 [Oryctolagus cuni cuius] 


Seq. No. 


295458 


Seq. ID 


LIB3U7d-0oo-Q1-K1-D1U 


Method 


oLAb 1 A 


NCBI GI 


g4580395 


BLAST score 


204 


E value 


5.0e-16 


Match length 


IZD 


% identity 


34 


NCBI Description 


{AC007171) putative kinesin-related protein [Arabidopsis 
thaliana] 


Seq. No. 


295459 


Seq. ID 


LIBiOT o-05o-Ql-Kl-Dz 


Metnoa 


DliAbi A 


NCBI GI 


g3445212 


BLAST score 


205 


E value 


2.0e-16 


Match length 


93 


% identity 


51 


NCBI Description 


(AC004786) putative chloroplast envelope Ca2+-ATPase 
[Arabidopsis thaliana] 


Seq. No. 


295460 


Seq. ID 


LIB3076-055-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g3775985 


BLAST score 


217 


E value 


6.0e-18 



41332 



Match length 


75 


% identity 


53 


NCBI Description 


tAJUiU4c)Dj KNA nencase LKraDioopsis Tinaxxanaj 


Seq. No. 


295461 


Seq. ID 


T TT3'3nT7 AHO /M 1^1 TV 1 1 


Method 


Dljiibi A 


NCBI GI 


g3687223 


BLAST score 


242 


E value 


2 . Oe-20 


Match length 


80 


% identity 


69 


NCBI Description 


(AC005169) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


295462 


Seq. ID 


T TTDQmi nno pit vi m 1 
LlBoU / /-UUii-yi~i\I~Uli 


Method 




NCBI GI 


gl483230 


BLAST score 


244 


E value 


1 . Oe-20 


Match length 


88 


% identity 


62 


NCBI Description 


(X99654) MADS4 protein [Betula penaulaj 


Seq. No. 


295463 


Seq. ID 


T"rT>OAT7 "A AO ^1 T^'X 

LIB3077-0Uz-Ql-Kl-Gz 


Method 


BLASTX 


NCBI GI 


g531829 


BLAST score 


159 


E value 


5.0e-ll 


Match length 


69 


% identity 


54 


NCBI Description 


{U12390) beta-galactosidase alpha peptide [cloning vect 




pSportl] 


Seq. No. 


295464 


Seq. ID 


LIB3078-001-Q1-K1-A10 


Method 


•T-\ T T\ onrv 

BLASTX 


NCBI GI 


A l~Ar~AAA 

g4585882 


BLAST score 


471 


E value 


2.0e-47 


Match length 


102 


% identity 


81 


NCBI Description 


(AC005850) PSI type III chlorophyll a/b-binding protein 




[Arabidopsis thaliana] 


Seq. No. 


295465 


Seq. ID 


LilBJU / o-UUl-yi— Kl-Ao 


Method 


BLASTX 


NCBI GI 


g3036942 


BLAST score 


350 


E value 


8.0e-39 


Match length 


98 



% identity 91 

NCBI Description (AB012636) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 



41333 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295466 

LIB3078-001-Q1-K1-B6 

BLASTN 

gl67084 

35 

2.0e-10 

43 

95 

Barley PSI-D subunit of photosystem I (PsaD) 
cds 



mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295467 

LIB3078-001-Q1-K1-C1 

BLASTX 

gl352200 

381 

7.0e-37 

105 

71 

CHLOROPLAST TRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR 
>gi_480909_pir S37497 triose 

phosphate/ 3-phosphoglycerate /phosphate translocator 
>gi_405635_emb_CAA81349_ {Z26595) triose 
phosphate/phosphate translocator [Zea mays] 



(CTPT) 



maize 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295468 

LIB3078-001-Q1-K1-D2 

BLASTN 

g22292 

124 

3.0e-63 

128 

99 

Z.mays mRNA for glycine-rich protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295469 

LIB3078-001-Q1-K1-E8 

BLASTX 

g459895 

525 

l.Oe-53 

113 
89 

{L29418) 



susl gene product [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295470 

LIB3078-001-Q1-K1-F10 

BLASTX 

g3005931 

389 

2.0e-39 

117 

68 

(AJ005016) ABC transporter [Homo sapiens] 



Seq. No. 
Seq. ID 



295471 

LIB3078-001-Q1-K1-G5 



41334 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2583129 

551 

l.Oe-56 

126 

81 

(AC002387) putative methionine aminopeptidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295472 

LIB3078-001-Q1-K1-G9 

BLASTX 

g3036951 

470 

2.0e-47 

91 
97 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 



Seq. No. 


295473 


Seq. ID 


LIB3078-001-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g4220514 


BLAST score 


168 


E value 


5.0e-12 


Match length 


90 


% identity 


41 


NCBI Description 


(AL035356) putative protein [Arabidopsis thaliana] 


Seq. No. 


295474 


Seq. ID 


LIB3078-002-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g4105561 


BLAST score 


291 


E value 


3.0e-41 


Match length 


123 


% identity 


77 


NCBI Description 


(AF047444) ribulose-5-phosphate-3-epimerase [Oryza 


Seq. No. 


295475 


Seq. ID 


LIB3078-002-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g3928142 


BLAST score 


551 


E value 


l.Oe-56 


Match length 


134 


% identity 


80 


NCBI Description 


(AJ131045) protein phosphatase [Cicer arietinum] 


Seq. No. 


295476 


Seq. ID 


LIB3078-002-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl710838 


BLAST score 


152 


E value 


6.0e-10 


Match length 


87 



41335 



% identity 


45 


NCBI Description 


ADENOSYLHOMOCYSTEINASE { S-ADENOSYL-L-HOMOCYSTEINE 




HYDROLASE) (ADOHCYASE) >gi_535584 (L36119) 




adenosylhomocysteinase [Medicago sativa] 


Seq. No. 


295477 


Seq. ID 


T "momo n r\ o /^t tj"^ r^o 
LIBoU / o-UUz-Ql-Ki-UZ 


Method 


BLASTN 


NCBI GI 


g22223 


BLAST score 


116 


E value 


1 , Oe-58 


Match length 


152 


% identity 


94 


NCBI Description 


Maize cab-1 gene for chlorophyll a/b-binding protein 


Seq. No. 


295478 


Seq. ID 


LIB3078-002-Q1-K1-E9 


Method 


T>T TV CTTTV 

BLASTX 


NCBI GI 


gll69528 


BLAST score 


298 


E value 


3.0e-27 


Match length 


88 


% identity 


72 


NCBI Description 


ENOLASE 2 ( 2-PHOSPHOGLYCERATE DEHYDRATASE 2) 




(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE 2) >gi_602253 (U1797 




enolase [Zea mays] 


Seq. No. 


295479 


Seq. ID 


LIB3078-002-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g2773154 


BLAST score 


226 


E value 


2.0e-18 


Match length 


56 


% identity 


73 


NCBI Description 


{AF039573) abscisic acid- and stress-inducible protein 




[Oryza sativa] 


Seq. No. 


295480 


Seq. ID 


LIB3078-002-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g2117937 


BLAST score 


408 


E value 


2.0e-41 


Match length 


96 


% identity 


96 


NCBI Description 


UTP — glucose-l-phosphate uridyl yltransf erase (EC 2.7.7. 




barley >gi_1212996_eitib_CAA6268 9_ (X91347) UDP-glucose 




pyrophosphorylase [Hordeum vulgare] 


Seq. No. 


295481 


Seq. ID 


LIB3078-002-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g4539292 


BLAST score 


173 


E value 


2.0e-12 


Match length 


85 



41336 



% identity 

NCBI Description 



47 

{AL049480) putative ribosomal protein SIO [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity . 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



295482 

LIB3078-002-Q1-K1-G1 

BLASTX 

g4506489 

262 

8.0e-23 

111 

46 

replication factor C (activator 1) 3 (38kD) 

>gi_3915601_sp_P40938_AC13_HUMAN ACTIVATOR 1 38 KD SUBUNIT 
(REPLICATION FACTOR C 38 KD SUBUNIT) (Al 38 KD SUBUNIT) 
(RF-C 38 KD SUBUNIT) (RFC38) >gi_1498259 (L07541) 
replication factor C, 38-kDa subunit [Homo sapiens] 

295483 

LIB3078-002-Q1-K1-G7 

BLASTX 

g4586111 

155 

2.0e-10 

87 

43 

(AL04 9638) putative protein [Arabidopsis thaliana] 
295484 

LIB3078-002-Q1-K1-H4 

BLASTX 

g2281095 

397 

7.0e-56 

136 

84 

(AC002333) cysteine synthase. 



cpACSl [Arabidopsis thaliana] 



295485 

LIB3078-002-Q1-K1-H5 

BLASTX 

g538596 

212 

5.0e-24 

120 

57 

translation elongation factor EF-Tu.A - Escherichia coll 
>gi_606273 {U18997) CG Site No. 61 [Escherichia coli] 
>gi_1789737 (AE000410) protein chain elongation factor 
EF-Tu (duplicate of tufB) [Escherichia coli] 

295486 

LIB3078-002-Q1-K1-H6 

BLASTX 

gll67953 

162 

3.0e-ll 



41337 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



55 
62 

(U43496) putative 32.6 kDa j asmonate-induced protein 
[Hordeum vulgare] >gi_2465426 (AF021256) 32 kDa protein 
[Hordeum vulgare] 

295487 

LIB3078-003-Q1-K1-C11 

BLASTX 

gl706551 

394 

3.0e-38 

133 
55 

GLUCAN ENDO-1, 3-BETA-GLUCOSIDASE PRECURSOR 

( (l->3) -BETA-GLUCAN ENDOHYDROLASE) ( ( l->3 ) -BETA-GLOCANASE) 
(BETA-1,3-END0GLUCANASE) >gi_924 953 (U30323) beta 
1, 3-glucanase [Triticiom aestivum] 

295488 

LIB3078-003-Q1-K1-C7 

BLASTX 

g4585576 

327 

7.0e-45 

105 

89 

(AF134051) fructose-1, 6-bisphosphatase precursor [Solanum 
tuberosum] 

295489 

LIB3078-003-Q1-K1-D6 

BLASTX 

g2641619 

173 

2.0e-12 

92 

49 

(AF032468) ubiquitin-conjugating enzyme protein E2 [Zea 
mays] 

295490 

LIB3078-003-Q1-K1-E1 

BLASTX 

g99486 

212 

6.0e-17 

99 

52 

chlorophyll a/b-binding protein (clone pINEab 31) - Scotch 
pine >gi_20792_emb_CAA41406_ (X58516) Type II chlorophyll a 
/b-binding protein [Pinus sylvestris] 

295491 

LIB3078-003-Q1-K1-G5 

BLASTX 

g3024503 



41338 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



176 

7.0e-13 

75 

52 

RAS-RELATED PROTEIN RABllC >gi_623576 {L29268) putative 
[Nicotiana tabacum] 



Seq. No. 


one >i A o 

295492 


beq. ID 


LilBoU / 0 — UUo— yX— Kl— Ho 


Method 


BLASTX 


NCBI GI 


g393116 


DjjAoi score 


on 1 


E value 


D . ue— z 4 


Match length 




% identity 


26 


NCBI Description 


(L23922) P-glycoprotein 5 [Entamoeba histolytica] 


Seq. No. 


295493 


Seq. ID 


LIB307 8-004-Q1-K1-A1 


Method 


TIT 7\ c mv 

BLASTX 


NCBI GI 


g693918 


BLAST score 


139 


E value 


5 . Oe-09 


Match length 


60 


% identity 


50 


NCBI Description 


(021112) chlorophyll a/b binding protein [Solanum 




tuberosum] 


Seq. No. 


295494 


Seq. ID 


LIB307 8-004 -Q1-K1-A7 


Method 


BLASTN 


NCBI GI 


g22312 


BLAST score 


64 


E value 


2 . Oe-27 


Match length 


151 


% identity , 


87 


NCBI Description 


Maize ABA-inducible gene for glycine-rich protein 




abscisic acid) 


Seq. No. 


295495 


Seq. ID 


LIB3078-004-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g551167 


BLAST score 


206 


E value 


2 . Oe-16 


Match length 


97 


% identity 


45 


NCBI Description 


{L35241) moesin actin-binding domain homologue [A: 




thaliana] 


Seq. No. 


295496 


Seq. ID 


LIB3078-004-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g3914465 


BLAST score 


156 


E value 


l.Oe-10 


Match length 


76 



41339 



% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi_2981207 (AF052076) photosystem I complex PsaH subunit 
precursor [Zea mays] 

295497 

LIB3078-004-Q1-K1-D2 

BLASTX 

g548605 

392 

5.0e-38 

105 

81 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir ^A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 



Seq. No. 


295498 


Seq. ID 


LIB307 8-004-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g4099919 


BLAST score 


280 


E value 


6.0e-25 


Match length 


97 


% identity 


56 


NCBI Description 


(U91981) pollen allergen 


Seq. No. 


295499 


Seq. ID 


LIB3078-004-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g3329368 


BLAST score 


437 


E value 


2.0e-43 


Match length 


125 


% identity 


64 


NCBI Description 


(AF031244) nodulin-like 


Seq. No. 


295500 


Seq. ID 


LIB3078-004-Q1-K1-G8 


Method 


BLASTN 


NCBI GI 


g4140643 


BLAST score 


88 


E value 


l.Oe-41 


Match length 


237 


% identity 


90 


NCBI Description 


Zea mays cosmid II.2E10 




complete sequence 


Seq. No. 


295501 


Seq. ID 


LIB3078-004-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g4090257 


BLAST score 


240 


E value 


3.0e-28 



41340 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 
71 

(AJ131732) ribosomal protein L37A [Pseudotsuga menziesii] 
295502 

LIB3078-004-Q1-K1-H7 

BLASTX 

g2293568 

151 

8.0e-10 

64 

50 

(AF012897) HvB12D homolog [Oryza sativa] 
295503 

LIB3078-006-Q1-K1-B2 

BLASTX 

g2494320 

260 

4.0e-23 

64 

84 

EUKARYOTIC TRANSLATION INITIATION FACTOR 5 (EIF-5) 
>gi__1806575_erab_CAA67868_ {X99517) Eukaryotic initiation 
factor-5 [Zea mays] 

295504 

LIB3078-006-Q1-K1-C3 

BLASTX 

g4454056 

200 

6.0e-16 

74 

55 

(AJ0G0930) ClpP [Arabidopsis thaliana] 
295505 

LIB3078-006-Q1-K1-D8 

BLASTX 

g3004950 

375 

4.0e-42 

91 

96 

{AF037061) tonoplast intrinsic protein; ZmTIPl [Zea mays] 
295506 

LIB3078-006-Q1-K1-F9 

BLASTX 

g3298538 

186 

7.0e-14 

123 

41 

{AC004681) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



295507 



41341 



Seq. ID LIB3078-006-Q1-K1-H2 

Method BLASTX 

NCBI GI g2827526 

BLAST score 320 

E value l.Oe-29 

Match length 121 

% identity 54 

NCBI Description (AL021633) AIG2-like protein [Arabidopsis thaliana] 

Seq. No. 295508 

Seq. ID LIB3078-006-Q1-K1-H7 

Method BLASTX 

NCBI GI gl835731 

BLAST score 252 

E value l.Oe-21 

Match length 95 

% identity 55 

NCBI Description (U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 

Seq. No. 295509 

Seq. ID LIB3078-006-Q1-K1-H9 

Method BLASTX 

NCBI GI g3080407 

BLAST score 291 

E value 3.0e-26 

Match length 142 

% identity 51 

NCBI Description (AL022604) hypothetical protein (fragment) [Arabidopsis 
thaliana] 

Seq. No. 295510 

Seq. ID LIB3078-007-Q1-K1-A5 

Method BLASTX 

NCBI GI g21693 

BLAST score 407 

E value 6.0e-40 

Match length 88 

% identity 83 

NCBI Description (X66012) cathepsin B [Triticuin aestivum] 

Seq. No. 295511 

Seq. ID LIB3078-007-Q1-K1-B9 

Method BLASTN 

NCBI GI g3800748 

BLAST score 37 

E value 3.0e-ll 

Match length 4 9 

% identity 94 

NCBI Description Cuphea hookeriana 3-ketoacyl-ACP synthase {Kas4) iriRNA, 
complete cds 

Seq. No. 295512 

Seq. ID LIB3078-007-Q1-K1-C12 

Method BLASTX 

NCBI GI g398845 

BLAST score 244 

E value l.Oe-20 



41342 



Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



108 
52 

(X74654) beta3 tubulin [Zea mays] 
295513 

LIB3078-007-Q1-K1-F11 

BLASTX 

gl708108 

329 

7.0e-31 

80 

84 

HISTONE H3.3 >gi_860702 (U28732) 
[Caenorhabditis elegans] 



similar to histone H3 



Seq. No. 


295514 




Seq. ID 


LIB3078- 


•007-Q1-K1-H11 


Method 


BLASTX 




NCBI GI 


g82696 




BLAST score 


232 




E value 


6.0e-27 




Match length 


75 




% identity 


91 




NCBI Description 


glycine- 


-rich protein 




(X61121) 


glycine-rich 


Seq, No. 


295515 




Seq. ID 


LIB3078- 


-008-Q1-K1-A3 


Method 


BLASTX 




NCBI GI 


g266578 




BLAST score 


286 




E value 


l.Oe-25 




Match length 


56 




% identity 


93 




NCBI Description 


METALLOTHIONEIN-LIKE 



metallothionein-like protein 



>gi_100898_pir S17560 

maize >gi_236730_bbs_57629 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



{S57628) metallothionein homologue [Zea mays, Peptide, 76 
aa] [Zea mays] >gi_559536_emb_CAA57676_ (X82186) 
metallothionein- lilce protein [Zea mays] 

>gi_228095_prf 1717215A metallothionein-like protein [Zea 

mays] 

295516 ^ 

LIB3078-008-Q1-K1-B1 

BLASTX 

g3421090 

164 

2.0e-ll 

32 
100 

(AF043525) 20S proteasome subunit PAE2 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



295517 

LIB3078-008-Q1-K1-B3 

BLASTX 

g4557627 



41343 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209 

l.Oe-16 

105 

43 

GLEl-like, RNA export mediator >gi_3288817 (AF058922) GLEl 
[Homo sapiens] 



Seq. No. 


295518 


Seq. ID 


LIB307y-00o-Ql-Kl-Cl 


Method 


BLASTX 


NCBI GI 


g3687251 


BLAST score 


150 


E value 


A A ^ 1 A 


Matcn lengtn 




% identity 


60 


NCBI Description 


{AC005169) unknown protein 


Seq. No. 


295519 


Seq. ID 


LIB3078-008-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


gll72809 


BLAST score 


291 


E value 


4.0e-26 


Match length 


85 


% identity 


66 


NCBI Description 


60S RIBOSOMAL PROTEIN LIO 



(QM PROTEIN HOMOLOG) 
(U06108) QM protein [Zea mays] 



>gi 468056 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



295520 

LIB3078 

BLASTX 

gl22007 

217 

8.0e-18 

44 

98 

HISTONE 
>gi_204 
- 149) 



•008-Q1-K1-C2 



H2A >gi_100161_pir S114 98 histone H2A - parsley 

48_einb_CAA37828_ {X53831) H2A histone protein (AA 1 
[Petroselinum crispiam] 



295521 

LIB3078-008-Q1-K1-D9 

BLASTX 

gl32918 

174 

l.Oe-12 

54 

74 

50S RIBOSOMAL PROTEIN L35, CHLOROPLAST PRECURSOR (CL35) 

>gi_81486_pir A36107 ribosomal protein L35 precursor, 

chloroplast - spinach >gi_170139 {M60449) ribosomal protein 
L35 [Spinacia oleracea] 

295522 

LIB3078-008-Q1-K1-E9 

BLASTX 

g4126809 



41344 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



392 

5.0e-38 

95 

45 

{AB017042) 



glyoxalase I [Oryza sativa] 



295523 

LIB3078-008-Q1-K1-F1 

BLASTX ' 

g733456 

188 

3.0e-17 

65 

80 

{U23189) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

295524 

LIB3078-008-Q1-K1-F3 

BLASTX 

g4185143 

141 

5.0e-09 

72 

43 

(AC005724) putative signal recognition particle receptor 
beta subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295525 

LIB307 8-008-Q1-K1-F6 

BLASTX 

g3252866 

239 

3,0e-20 

75 

64 

(AF033535) putative zinc transporter [Arabidopsis thaliana] 
295526 

LIB3078-008-Q1-K1-G12 

BLASTX 

g3335341 

339 

7.0e-32 

116 

57 

(AC004512) T8F5.10 [Arabidopsis thaliana] 
295527 

LIB3078-008-Q1-K1-G6 

BLASTN 

gl498596 

158 

l.Oe-83 

258 

90 

Zea mays phospholipid transfer protein mRNA, complete cds 



41345 



Seq. No. 


295528 


Seq. ID 


LIB3078-008-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g2760330 


BLAST score 


152 


E value 


6. Oe-10 


Match length 


94 


% identity 


36 


NCBI Description 


(AC002130) F1N21.15 [Arabidopsi; 


Seq. No. 


295529 


Seq. ID 


LIB3078-009-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


gl673456 


BLAST score 


221 


E value 


l.Oe-18 


Match length 


46 


% identity 


87 


NCBI Description 


(Y09214) rubisco small subunit 


Seq. No. 


295530 


Seq. ID 


LIB3078-009-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g3386569 


BLAST score 


184 


E value 


7.0e-14 


Match length 


74 


% identity 


51 


NCBI Description 


(AF079590) photosystem II type 




protein [Sorghum bicolor] 


Seq. No, 


295531 


Seq. ID 


LIB3078-009-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g3738208 


BLAST score 


161 


E value 


4.0e-ll 


Match length 


118 



chlorophyll a/b binding 



% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



37 

(AL031853) strong similarity to human Rev interacting 
protein Rip-1 [Schizosaccharomyces pombe] 

295532 

LIB3078-009-Q1-K1-G9 

BLASTX 

g2293568 

227 

4.0e-19 

55 

75 

{AF012897) HvB12D homolog [Oryza sativa] 
295533 

LIB3078-009-Q1-K1-H4 

BLASTX 

g2773154 



41346 



BLAST score 


229 


E value 


2.0e-19 


Matcn lengtn 




% identity 


D / 


NCBI Description 


(AFUjyo/o) aJoscisic acict- anc 




[Oryza sativa] 


Seq. No. 


O A c c o y! 


beq. lu 


LilrSoU / 0 U ± ± 


Method 


Til aCTV 


NCBI GI 


g2795809 


BLAST score 


246 


E value 


0 . Ue-zi 


Match length 


53 


% identity 


81 


NCBI Description 


{AC003674) putative expansm 


Seq. No. 


o n c c o c 

29o5io 


Seq. ID 


T ymmQ — fii 1 —i^'i— ui 0 


Method 


JDijfiO i A 


NCBI GI 


g4 iz o4 / o 


BLAST score 


341 


E value 


5.0e-32 


Match length 


94 


% identity 


71 


NCBI Description 


(AB014884) adenylyl cyclase 




hirsutum] 


Seq. No. 


295536 


Seq. ID 


T To'smo ri 1 1 LTi r'l o 
LlboU /o~*Uli yi J\l ulz 


Method 




NCBI GI 


gl944204 


BLAST score 


52 


E value 


O A « OA 


Match length 


68 


% identity 


94 


NCBI Description 


Oryza sativa mRNA for RicMT, 


Seq. No. 


O A C C O T 

295537 


Seq. ID 


lilrjjU /o UXl yi rvl 


Method 


DliAo i IN 


NCBI GI 


g902200 


BLAST score 


155 


E value 


A A — . A A 

8 . Oe-82 


Match length 


279 


% identity 


89 


NCBI Description 


Z.mays complete chloroplast 


Seq. No. 


295538 


Seq. ID 




Method 


BLASTX 




gou DO 1 X 


BLAST score 


195 


E value 


4.0e-15 


Match length 


75 


% identity 


29 


NCBI Description 


(U08401) carbonic anhydrase 



[Zea mays] 



41347 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295539 

LIB3078-011-Q1-K1-G9 

BLASTX 

g730526 

291 

2.0e-26 

97 
63 

60S RIBOSOMAL PROTEIN L13 (BBCl PROTEIN HOMOLOG) 

>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_404166_einb_CAA53005_ {X75162) BBCl protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295540 

LIB3078-011-Q1-K1-H9 

BLASTX 

g3763916 

220 

5.0e-18 

89 
45 

{AC004450) unknown protein [Arabidopsis thaliana] 
>gi_4531439_gb_AAD22124.1__AC006224_6 {AC006224) unknown 
protein [Arabidopsis thaliana] 



Seq, No. 


295541 


Seq. ID 


LIB3078-012-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


gl661160 


BLAST score 


245 


E value 


3.0e-21 


Match length 


79 


% identity 


65 


NCBI Description 


(U74295) chlorophyll a/b binding 


Seq. No. 


295542 


Seq. ID 


LIB3078-012-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g4337195 


BLAST score 


152 


E value 


2.0e-10 


Match length 


45 


% identity 


76 


NCBI Description 


{AC006403) putative protein kinas 


Seq. No. 


295543 


Seq. ID 


LIB3078-012-Q1-K1-D12 


Method 


BLASTN 


NCBI GI 


g287829 


BLAST score 


64 


E value 


2.0e-27 


Match length 


147 


% identity 


86 


NCBI Description 


Z.mays gene for polygalacturonase 


Seq. No. 


295544 



41348 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3078-012-Q1-K1-D3 

BLASTX 

gl063276 

381 

8.0e-37 

118 

68 

{X92893) geranylgeranyl pyrophosphate synthase 
[Catharanthus roseus] 

295545 

LIB3078-012-Q1-K1-F4 

BLASTX 

g3763918 

177 

7.0e-13 

41 

80 

(AC004450) putative isopropylmalate dehydratase 
[Arabidopsis thaliana] 

295546 

LIB3078-012-Q1-K1-G8 

BLASTN 

g881474 

35 

4.0e-10 

39 

97 

Human pephBGT-1 betaine-GABA transporter mRNA, complete cds 
295547 

LIB3078-013-Q1-K1-D9 

BLASTX 

g3776579 

352 

4.0e-34 

105 

71 

(AC005388) Strong similarity to F22013.22 gi_3063460 myosin 
homolog from A. thaliana BAG gb_AC003981. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295548 

LIB3078-013-Q1-K1-G10 

BLASTX 

g4204278 

324 

5.0e-30 

126 

48 

(AC004146) 
thaliana] 



putative Cytochrome P450 protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



295549 

LIB307 8-013-Q1-K1-H6 
BLASTX 



41349 



NCBI GI 


g2231046 


BLAST score 


186 


E value 


D . ue-14 


Matcn lengtn 


D i 


% identity 


70 


NCBI Description 


( I l^blo ; 


Seq. No. 


295550 


Seq. ID 


LIB3078-< 


Method 


BLASTX 


NCBI GI 


gl 74 /olO 


BLAST score 


639 


E value 


4.0e-74 


Matcn lengtn 


14 4 


% identity 


95 


NCBI Description 


{D58424 ) 




tnaliana 


Seq. No. 


295551 


Seq. ID 


LIB3078- 


Method 


BLAST N 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


1 . Ge-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus 


Seq. No. 


295552 


Seq, ID 


LIB3078- 


Method 


BLASTX 


NCBI GI 


goo d14U2 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


53 


% identity 


60 


NCBI Description 


(AJ23527 



Myb-like DNA binding protein [Arabidopsis 



-Q1-K1-C6 



laevis cDNA clone 27A6-1 



014-Q1-K1-D6 



\) 503 RIBOSOMAL PROTEIN L33 (rpmG) [Rickettsia 



prowazekii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295553 

LIB3078-014-Q1-K1-D7 

BLASTX 

g2618704 

560 

9.0e-58 

133 

77 

(AC002510) 
thaliana] 



putative thioredoxin reductase [Arabidopsis 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



295554 

LIB3078-014-Q1-K1-H2 

BLASTX 

g3348077 

392 

4.0e-38 
126 



41350 



% identity 

NCBI Description 



60 

(AF078080) isochorismate synthase [Arabidopsis thaliana] 



Seq. No. 


O Q C C c C 


Seq. ID 


LIB3078-015-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g3335333 


BLAST score 


154 


E value 


3 . ue-lu 


Match length 


114 


% identity 


33 


NCBI Description 


(AL/UU4oi^;) biiniiar uo cnxoropiasL memDrane— associateu oUn.u 




protein precursor {IM30) gb M73744 from Pisum sativum. 




ESTs gb_N37557, gb_W43887 and gb_AA0424 79 come from this 




gene. [Arabidopsis thaliana] 


Seq. No. 


295556 


Seq. ID 


LIB3078-015-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


gl931643 


BLAST score 


148 


E value 


7 . Oe-10 


Match length 


59 


% identity 


51 


NCBI Description 


(U95973) DnaJ isolog [Arabidopsis thaliana] 


Seq. No. 


295557 


Seq. ID 


LIB3078-015-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2088652 


BLAST score 


320 


E value 


1 . Oe-29 


Match length 


117 


% identity 


51 


NCBI Description 


(AF002109) 26S proteasome regulatory subunit S12 isolog 




[Arabidopsis thaliana] >gi 2351376 (U54561) translation 




initiation factor eIF2 p47 subunit homolog [Arabidopsis 




thaliana] 


Seq. No. 


295558 


Seq. ID 


LIB3078-015-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g2465430 


BLAST score 


166 


E value 


2.0e-ll 


Match length 


91 


% identity 


42 


NCBI Description 


(AF021258) 32 kDa protein [Hordeum vulgare] 


Seq. No. 


295559 


Seq. ID 


LIB3G78-015-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


gl419370 


BLAST score 


270 


E value 


l.Oe-23 


Match length 


57 


% identity 


96 



41351 



NCBI Description 



(X97726) actin depolymerizing factor [Zea mays] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295560 

LIB3078-015-Q1-K1-H12 

BLASTX 

g2088734 

166 

l.Oe-11 

55 

60 

{AF003141) Similar to dihydroorotate dehydrogenase 
[Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295561 

LIB3078-016-Q1-K1-C10 

BLASTN 

g2062705 

36 

9.0e-ll 

36 

100 

Human butyrophilin (BTF5) mRNA, 



complete cds 



295562 

LIB3078-016-Q1-K1-E6 

BLASTX 

g3169883 

327 

2.0e-30 

113 
59 

{AF033194) dehydroquinate dehydratase/shikimate:NADP 
oxidoreductase [Lycopersicon esculentiam] >gi_3169888 
( AFO 34 4 1 1 ) dehydroquinate dehydratase / shi kimat e : NADP 
oxidoreductase [Lycopersicon esculentum] 



Seq. No. 


295563 


Seq. ID 


LIB3078-016-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g515377 


BLAST score 


171 


E value 


2.0e-12 


Match length 


50 


% identity 


72 


NCBI Description 


(X79715) histone H4 [Lolium temulentum] 


Seq. No. 


295564 


Seq. ID 


LIB3078-017-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g3377820 


BLAST score 


275 


E value 


2.0e-24 


Match length 


81 


% identity 


67 


NCBI Description 


{AF076275) contains similarity to coatomer 



[Arabidopsis thaliana] 



41352 



Seq. No. 295565 

Seq. ID LIB3078-017-Q1-K1-C11 

Method BLASTX 

NCBI GI g4262180 

BLAST score 295 

E value 3.0e-27 

Match length 76 

% identity 72 

NCBI Description (AC005508) 29621 [Arabidopsis thaliana] 

Seq. No. 295566 

Seq. ID LIB3078-017-Q1-K1-E10 

Method BLASTN 

NCBI GI gl667388 

BLAST score 274 

E value l.Oe-153 

Match length 367 

% identity 93 

NCBI Description Z.mays gene encoding 3-hydroxy-3-methylglutaryl-CoA 
reductase 

Seq. No. 295567 

Seq. ID LIB3078-018-Q1-K1-B1 

Method BLASTX 

NCBI GI g4006900 

BLAST score 162 

E value 5.0e-ll 

Match length 139 

% identity 36 

NCBI Description (Z99708) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 295568 

Seq. ID LIB3078-018-Q1-K1-B7 

Method BLASTX 

NCBI GI g4309741 

BLAST score 269 

E value l.Oe-23 

Match length 96 

% identity 54 

NCBI Description (AC006439) hypothetical protein [Arabidopsis thaliana] 

Seq. No, 295569 

Seq. ID LIB3078-018-Q1-K1-C8 

Method BLASTX 

NCBI GI g2746079 

BLAST score 182 

E value 2.0e-13 

Match length 100 

% identity 46 

NCBI Description (AF015310) BTHl [Brassica napus] 

Seq. No. 295570 

Seq. ID LIB3078-018-Q1-K1-E3 

Method BLASTN 

NCBI GI g625147 

BLAST score 34 

E value l.Oe-09 



41353 



Match length 

% identity 

NCBI Description 



66 
88 

Zea mays protein disulfide isomerase (pdi) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



295571 

LIB3078-018-Q1-K1-E8 

BLASTX 

g4539452 

439 

2.0e-43 
146 

51 

{AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

295572 

LIB3078-018-Q1-K1-G12 

BLASTX 

g231404 

713 

l.Oe-75 

136 

98 

HLA CLASS I HISTOCOMPATIBILITY ANTIGEN, BW-44 {B-12) B*4402 

ALPHA CHAIN PRECURSOR (B44.2) >gi_2118755_pir 161861 MHC 

HLA-B44.2 chain - human >gi_386900 (M24038) MHC HLA-B44.2 
chain [Homo sapiens] 

295573 

LIB3078-018-Q1-K1-H12 

BLASTX 

g309233 

158 

2.0e-13 

107 

47 

{M24509) 
{U58829) 



ferritin heavy chain [Mus musculus] >gi_1435203 
ferritin-H subunit [Rattus norvegicus] 



295574 

LIB3078-019-Q1-K1-A11 

BLASTX 

g4589960 

299 

4.0e-27 

126 

51 

(AC007169) unknown protein [Arabidopsis thaliana] 
295575 

LIB3078-019-Q1-K1-B3 

BLASTX 

g549986 

237 

3.0e-20 
53 



41354 



% identity 

NCBI Description 



81 

{U13149) possible apospory-associated protein [Pennisetum 
ciliare] 



Seq, No. 


295576 


Seq. ID 


LIB3078-0ly-Ql-Kl-BD 


Method 


BLASTN 


NCBI GI 


gl69818 


BLAST score 


o o 
oz 


E value 


4 . Oe-38 


Match length 


82 


% identity 


100 


NCBI Description 


Rice 25S ribosomal RNA gene 


Seq. No. 


295577 


Seq. ID 


LIB3078-019-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


gl084457 


BLAST score 


265 


E value 


4.0e-23 


Match length 


138 


% identity 


43 


NCBI Description 


elongation factor 1-beta - 



Rice >gi_432368_dbj_BAA04903_ 
(D23674) elongation factor 1 beta [Oryza sativa] 



Seq. No. 


295578 


Seq. ID 


LIB3078-019-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g445612 


BLAST score 


177 


E value 


6.0e-13 


Match length 


112 


% identity 


38 


NCBI Description 


ribosomal protein S19 [Solanum tuberosum] 


Seq. No. 


295579 


Seq. ID 


LIB3078-019-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g3913641 


BLAST score 


368 


E value 


3.0e-35 


Match length 


73 


% identity 


96 


NCBI Description 


FRUCTOSE-1, 6-BISPHOSPHATASE, CHLOROPLAST 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(D-FRUCTOSE-1, 6-BIS PHOSPHATE 
>gi_3041777_dbj_BAA25423_ (AB007194) 
fructose-1, 6-bisphosphatase [Oryza sativa] 

295580 

LIB3078-019-Q1-K1-H11 

BLASTX 

gll54954 

264 

2.0e-23 

81 

69 

(X94693) histone H2A [Triticum aestivum] 



PRECURSOR 
1 - PHOS PHOH YDROLASE ) ( FBPASE ) 



41355 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295581 

LIB3078-020-Q1-K1-A11 

BLASTN 

g433038 

41 

8.0e-14 

65 

91 

Zea mays W-22 clone cDNA7 
mRNA 



retroelement PREM-l-containing 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295582 

LIB3078-020-Q1-K1-G1 

BLASTX 

g3122071 

346 

9.0e-33 

119 

66 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi__2130148_pir S66339 translation elongation factor eEF-1 

alpha chain - maize >gi_1321656_dbj_BAA08249_ {D45408) 
alpha subunit of tlanslation elongation factor 1 [Zea mays] 

295583 

LIB3078-021-Q1-K1-E12 

BLASTX 

g733456 

219 

7.0e-22 

78 

77 

{U23189) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

295584 

LIB3078-022-Q1-K1-D11 

BLASTX 

gl398999 

383 

3.0e-37 , 

84 

85 

{D49713) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 

295585 

LIB3078-022-Q1-K1-E2 

BLASTX 

g974850 

328 

l.Oe-35 

103 
76 

{X89023) LHCII type I protein [Hordeum vulgare] 



41356 




Seq. No. 


295586 


Seq. ID 


LIBoU / o-u^z-yi-J\i-r i 


Method 


O T TV C TIV 

BLASTa 


NCBI GI 


g551288 


BLAST score 


145 


E value 


2 . Oe-09 


Match length 


60 


% identity 


50 


NCBI Description 


(ZiJooii) pnospnogxyceraue 


Seq. No. 


295587 


Seq. ID 


LIBJO / o-Uzz-Ql-Ki-£ o 


Method 


BLASTX 


NCBI CjX 


_T 1 Q1 n / 


BLAST score 


386 


E value 


2.0e-37 


Match length 


106 


% identity 


74 


NCBI Description 


PEPTIDYL-PROLYL CIS-TRANS 



[Zea mays] 



ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295588 

LIB3078-022-Q1-K1-G5 

BLASTX 

gl346033 

173 

9.0e-13 

81 

48 

FARNESYL PYROPHOSPHATE SYNTHETASE (FPP SYNTHETASE) (EPS) 
(FARNESYL DIPHOSPHATE SYNTHETASE) (DIMETHYLALLYLTRANSFERASE 
/ GERANYLTRANSTRANSFERASE >gi_662368 (L39789) farnesyl 
pyrophosphate synthetase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295589 

LIB3078-022-Q1-K1-H3 

BLASTX 

gll71579 

387 

2.0e-37 

124 

58 

{X95342) cytochrome P450 



[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295590 

LIB3078-022-Q1-K1-H6 

BLASTX 

g3386569 

326 

2.0e-30 

90 

74 

(AF079590) photosystem II type II chlorophyll a/b binding 
protein [Sorghum bicolor] 



41357 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295591 

LIB3078-023-Q1-K1-C2 

BLASTN 

g2981206 

33 

4.0e-09 

45 

93 

Zea mays photosystem I complex PsaH subunit precursor 
(psaH) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No. 


295592 


Seq. ID 


LIB3078-023-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g2546954 


BLAST score 


217 


E value 


5,0e-18 


Match length 


78 


% identity 


59 


NCBI Description 


{Y15108) translation elongation 


Seq. No. 


295593 


Seq. ID 


LIB3078-023-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


gll5771 


BLAST score 


777 


E value 


4.0e-83 


Match length 


149 


% identity 


99 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 

295594 

LIB3078-023-Q1-K1-D12 

BLASTX 

g283038 

150 

3.0e-10 
54 
61 

chlorophyll a/b-binding protein (cab-m7) precursor 
>gi_22230_emb_CAA37474_ (X53398) light harvesting 
chlorophyll a /b binding protein [Zea mays] 

295595 

LIB307 8-023-Q1-K1-D4 
BLASTX 
g4584342 
290 

5.0e-26 
146 
46 



- maxze 



41358 



NCBI Description {AC007127) putative ubiquitin protein [Arabidopsis 
thaliana] 



beq. JNO . 




Seq. ID 


LIB3078-023-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g4o ooy^O 


BLAST score 




E value 


6 . Oe-21 


Matcn lengtfi 


o c 
oo 


% identity 


65 


NCBI Description 


(AL049483) nitrogen fixation like protein [Arabidopsis 




thaliana] 


Seq. No. 


295597 


Seq. ID 


LIB3078-023-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


gzoDo / 4z 


BLAST score 


O O T 

287 


E value 


1 . Oe-25 


Match length 


86 


% identity 


67 


NCBI Description 


{AF034945) glycine-rich RNA binding protein [Zea mays] 


Seq. No. 


295598 


Seq. ID 


LIB3078-023-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g2921158 


BLAST score 


293 


E value 


3. Oe-29 


Match length 


115 


% identity 


60 


NCBI Description 


(AF022909) ClpC [Arabidopsxs thaliana] 


Seq. No. 


295599 


Seq. ID 


LIB3078-023-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g2961176 


BLAST score 


416 


E value 


o . Ue-4 1 


Match length 


144 


% identity 


62 


NCBI Description 


{AFU50674) ribosomal protein L27 precursor [Oryza sativa] 


Seq. No. 


295600 


Seq. ID 


LIB3078-023-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g3885886 


BLAST score 


182 


E value 


9.0e-14 


Match length 


68 


% identity 


56 


NCBI Description 


(AF093631) Rieske Fe-S precursor protein [Oryza sativa] 


Seq. No. 


295601 


Seq. ID 


LIB3078-023-Q1-K1-H6 


Method 


BLASTX 



41359 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3914465 
242 

4.0e-31 

114 

76 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi_2981207 (AF052076) photosystem I complex PsaH subunit 
precursor [Zea mays] 

295602 

LIB3078-024-Q1-K1-A10 

BLASTX 

gl835731 

275 

2.0e-24 

72 

72 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 
295603 

LIB3078-024-Q1-K1-C12 

BLASTX 

g3868758 

140 

5.0e-ll 

68 

57 

(D89802) elongation factor IB gamma [Oryza sativa] 
295604 

LIB3078-024-Q1-K1-D10 

BLASTX 

g3550483 

211 

5.0e-17 

83 

54 

(AJ224324) cp31BHv [Hordeum vulgare] 
295605 

LIB3078-024-Q1-K1-F3 

BLASTX 

g2462828 

167 

3.0e-12 

70 

47 

(AF000657) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



295606 

LIB3078-024-Q1-K1-F8 

BLASTX 

gl29591 

140 

l.Oe-08 
70 



41360 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



49 

PHENYLALANINE AMMONIA-LYASE >gi_295824_emb_CAA34226_ 
(X16099) phenylalanine ammonia- lyase [Oryza sativa] 

295607 

LIB3078-025-Q1-K1-D3 

BLASTX 

g2500345 

246 

5.0e-21 

58 

81 

NHP2/RS6 FAMILY PROTEIN YEL026W HOMOLOG (HIGH MOBILITY 
GROUP-LIKE NUCLEAR PROTEIN 2 HOMOLOG) 

>gi_2618578_dbj_BAA23363_ (D50420) OTK27 [Homo sapiens] 
>gi_3859990 (AF091076) OTK27 [Homo sapiens] 

>gi_1589072_prf 2210268A nuclear protein-NHP2-like protein 

[Homo sapiens] 

295608 

LIB3078-025-Q1-K1-F10 

BLASTX 

gll73194 

160 

4.0e-ll 

70 
47 

30S RIBOSOMAL PROTEIN S13, CHLOROPLAST PRECURSOR {CS13) 

>gi_2119093_pir S59594 ribosomal protein S13 precursor, 

chloroplast - Arabidopsis thaliana >gi_167 67__emb_CAA7 9013_ 

{Z17611) chloroplast 30S ribosomal protein S13 [Arabidopsis 
thaliana] >gi_662869_emb_CAA88028_ (Z47986) chloroplast 
ribosomal protein S13 [Arabidopsis thaliana] 
>gi_1107483_emb_CAA63021_ (X91955) 30S ribosomal protein 
S13 [Arabidopsis thaliana] >gi__1515107_emb_CAA60413_ 

(X86734) plastid ribosomal protein S13 [Arabidopsis 
thaliana] 

295609 

LIB3078-025-Q1-K1-G1 

BLASTX 

g4587610 

428 

3.0e-42 

107 
74 

(AC006951) putative indole-3-glycerol phosphate synthase 
precursor [Arabidopsis thaliana] 

295610 

LIB3078-025-Q1-K1-G10 

BLASTX 

g2245004 

360 

2.0e-34 

118 
56 



41361 



NCBI Description 



(Z97341) similarity to membrane transport protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295611 

LIB3078-025-Q1-K1-H8 

BLASTN 

g3868757 

40 

2.0e-13 

100 

85 

Oryza sativa mRNA for 
cds 



elongation factor 



IB gamma, complete 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295612 

LIB3078-026-Q1-K1-B2 

BLASTX 

g3318613 

190 

3.0e-17 

78 

65 

(AB016064) mitochondrial phosphate transporter 



[Zea mays] 



295613 

LIB3078-026-Q1-K1-C11 

BLASTX 

g99755 

400 

6.0e-39 

141 

55 

RNA-directed DNA polymerase (EC 2.7.7.49) - Arabidopsis 
thaliana retrotransposon Tal-1 (fragment) 
>gi_16356_emb_CAA37917__ (X53973) reverse transcriptase 
[Arabidopsis thaliana] 

295614 

LIB3078-026-Q1-K1-D1 

BLASTN 

g998429 

53 

6.0e-21 

153 

84 

GRFl=general regulatory factor [Zea mays, XL80, Genomic, 
5348 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295615 

LIB3078-026-Q1-K1-D9 

BLASTX 

g3982576 

322 

6.0e-30 

80 

79 

{AF023140) imidazoleglycerol phosphate dehydratase [Thlasp 



41362 



goesingense] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295616 

LIB3078-026-Q1-K1-F8 

BLASTX 

g4406372 

157 

9.0e-ll 

70 

49 

(AF109156) 
glomerata] 



thiosulfate sulfurtransf erase [Datisca 



Seq. No. 


295617 


Seq. ID 


LIB307 8-02 6-Q1-K1-G1 


Method 


BLASTN 


NCBI GI 


gl68470 


BLAST score 


40 


E value 


4.0e-13 


Match length 


55 


% identity 


95 


NCBI Description 


Maize ferredoxin I ( 


Seq. No. 


295618 


Seq. ID 


LIB3078-026-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g733458 


BLAST score 


189 


E value 


2.0e-14 


Match length 


50 


% identity 


80 


NCBI Description 


(U23190) chlorophyll 




[Zea mays] 


Seq. No. 


295619 


Seq. ID 


LIB3078-026-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g3386569 


BLAST score 


311 


E value 


l.Oe-28 


Match length 


107 


% identity 


64 



isoprotein mRNA, pFDl' 



NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF079590) photosystem II type II chlorophyll a/b binding 
protein [Sorghum bicolor] 

295620 

LIB3078-026-Q1-K1-H6 

BLASTX 

gl084479 

448 

l.Oe-44 

96 

95 

H+-transporting ATP synthase (EC 3.6,1.34) delta chain - 
maize (fragment) >gi__311237_emb__CAA4 6804_ (X66005) 
H(+) -transporting ATP synthase [Zea mays] 



41363 



Seq. No; 


<*! n c 1 

29dd21 


Seq. ID 




Method 


rSL/ioiA 


NCBI GI 


g2058284 


BLAST score 


212 


E value 


c Art 1 n 

3 . ue— 1 / 


Match length 


o o 
00 


% identity 


47 


NCBI Description 


(Xy/i/o) atraniDpiJO [AraDiaopsis Lnaxianaj 


Seq. No. 


295622 


Seq. ID 


LlBoU /o — UZ /— yi-i\l— Ad 


Method 


BLAoiA 


NCBI GI 


g39140uo 


BLAST score 


327 


E value 


2.0e-30 


Match length 


IZD 


% identity 


60 


NCBI Description 


MITOCHONDRIAL LON PROThjAblii MOMUJjUb Z FKhiUUi 




(Uo34yo} LUJNz L^sa mays J 


Seq. No. 


295623 


Seq. ID 


lijdou /o— uz /— yx— a/ 


Method 


BLAST A 


NCBI GI 


g2431769 


BLAST score 


205 


E value 


3 . ue-16 


Match length 


103 


% identity 


50 


NCBI Description 


(uo^/oz) aciaic noosoraai protein ria iZieB. 


Seq. No. 


295624 


Seq. ID 


LIB30 /b-uZ /-Qi-Kl-Bi 


Method 


BLAb i A 


NCBI GI 


g4567312 


BLAST score 


200 


E value 


1 . Oe-15 


Match length 


118 


% identity 


42 


NCBI Description 


(AHJUoyob; xiypouneticai. protiein [AraDXuops 


Seq. No. 


295625 


Seq. ID 




Method 


BLASTa 


NCBI GI 


g3075488 


BLAST score 


215 


E value 


5 . Oe-26 


Match length 


84 


% identity 


74 


NCBI Description 


(AF05879o) chlorophyll a/D-Joinaing protein 


Seq. No. 


295626 


Seq. ID 


LIB3078-027-Q1-K1-D2 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


l.Oe-10 



41364 



Match length 


36 


% identity 


inn 
100 


NCBI Description 


Xenopus laevis cDNA clone 


Seq. No. 


295627 


Seq. ID 


T To^mo nOT rs'x xr'\ to 
LilboU /o — 1 sS.L^ z /, 


Method 


dLiAo i A 


NCBI GI 


g3236248 


BLAST score 


246 


E value 


z . ue-zl 


Match length 


/ 4 


% identity 


72 


NCBI Description 


(ACU04oo4) unJcnown protein 


Seq. No. 


295628 


Seq. ID 


T T'D'smQ noT t;n r^i o 
LiiboU /o-Uz /-CJX-i\i-biz 


Method 


rJLAbi A 






BLAST score 


149 


E value 


9.0e-10 


Match length 


39 


% identity 


74 


NCBI Description 


SERINE CARBOXYPEPTIDASE II 



>gi_619352__bbs__153538 CP-MII . l=serine carboxypeptidase 
[Hordeum vulgare=barley, cv. Alexis, aleurone. Peptide, 324 
aa] 



Seq. .No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295629 

LIB3078-027-Q1-K1-G4 

BLASTX 

g4506629 

182 

l.Oe-13 

52 

65 

ribosomal protein L29 >gi_1350706_sp_P47914_RL29_HUMAN 60S 
RIBOSOMAL PROTEIN L29 (CELL SURFACE HEPARIN BINDING PROTEIN 

HIP) >gi_2136119_pir S65784 ribosomal protein L29 - human 

>gi_806697 [U10248) ribosomal protein L29 [Homo sapiens] 
>gi__1215742 (U49083) HIP [Homo sapiens] 

295630 

LIB3078-028-Q1-K1-D6 

BLASTX 

gl710416 

226 

8.0e-19 

69 
61 

CHLOROPLAST SOS RIBOSOMAL PROTEIN LI 

>gi_2147041_pir S73259 50S ribosomal protein LI - Porphyra 

purpurea chloroplast >gi_127 6804 (U38804) SOS ribosomal 
protein LI [Porphyra purpurea] 



Seq. No. 
Seq. ID 
Method 



295631 

LIB3078-028-Q1-K1-E8 
BLASTX 



41365 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl32659 
195 

4.0e-18 

106 

55 

SOS RIBOSOMAL PROTEIN L13, CHLOROPLAST PRECURSOR {CL13) 

>gi_81483_pir ^A32033 ribosomal protein L13 precursor, 

chloroplast - spinach >gi_170133 (J04461) ribosomal protein 
L13 [Spinacia oleracea] 

295632 

LIB3078-028-Q1-K1-F9 

BLASTN 

g2981213 

81 

9.0e-38 

244 

85 

Zea mays photosystem I complex PsaN subunit precursor 
(psaN) mRNA, nuclear gene encoding chloroplast protein, 
partial cds 



Seq. No. 


295633 


Seq. ID 


LIB3078-029-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g4522007 


BLAST score 


176 


E value 


7.0e-13 


Match length 


48 


% identity 


71 


NCBI Description 


(AC007069) unknown protein [Arabidopsi 


Seq. No. 


295634 


Seq. ID 


LIB3078-029-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl02330 


BLAST score 


210 


E value 


5.0e-17 


Match length 


67 


% identity 


63 


NCBI Description 


actin - Plasmodium falciparum 


Seq. No. 


295635 


Seq. ID 


LIB3078-029-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g3334441 


BLAST score 


177 


E value 


7.0e-13 


Match length 


83 


% identity 


46 


NCBI Description 


HYPOTHETICAL 47.9 KD PROTEIN T5I7.9 IN 



Seq. No. 
Seq. ID 
Method 



ROMOSOME II 

>gi_2642161 (AC003000) hypothetical protein [Arabidopsis 
thaliana] 

295636 

LIB3078-029-Q1-K1-D9 
BLASTX 



41366 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3789954 
364 

9.0e-35 

75 

91 

(AF094776) chlorophyll a/fo-binding protein precursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295637 

LIB3078-029-Q1-K1-F11 

BLASTN 

g397395 

92 

2.0e-44 

128 
93 

Z.mays MNBlb mRNA for DNA-binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295638 

LIB3078-029-Q1-K1-F6 

BLASTX 

g3913811 

223 

7.0e-19 

71 

65 

GLUTAMYL-TRNA REDUCTASE PRECURSOR (GLUTR) 
>gi_2920320_dbj_BAA25003_ (AB011416) glutamyl-tRNA 
reductase [Oryza sativa] 



Seq. No. 


295639 


Seq, ID 


LIB3078-029-Q1-K1-G3 


Method 


BLASTN 


NCBI GI 


g2645165 


BLAST score 


58 


E value 


5.0e-24 


Match length 


70 


% identity 


96 


NCBI Description 


Oryza sativa mRNA, similar 


Seq. No. 


295640 


Seq. ID 


LIB3078-029-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


gl707642 


BLAST score 


152 


E value 


5.0e-10 


Match length 


63 


% identity 


54 


NCBI Description 


(Y07748) TMK [Oryza sativa] 


Seq. No- 


295641 


Seq. ID 


LIB3078-029-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g606815 


BLAST score 


262 


E value 


5.0e-23 


Match length 


94 



41367 



% identity 

NCBI Description 



21 

(U08403) carbonic anhydrase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295642 

LIB3078-030-Q1-K1-A2 

BLASTX 

g2982268 

207 

2.0e-16 

71 

61 

(AF051217) probable 40S ribosomal protein S15 [Picea 
mariana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295643 

LIB3078-030-Q1-K1-B12 

BLASTX 

g4530591 

164 

2.0e-ll 

49 

65 

(AF132475) heme oxygenase 1 [Arabidopsis thaliana] 
>gi_4530593_gb_AAD22108.1_ (AF132476) heme oxygenase 1 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E val(-ue 

Match length 

% identity 

NCBI Description 



295644 

LIB3078-030-Q1-K1-C11 

BLASTX 

gll5813 

171 

2.0e-12 

43 

74 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE III PRECURSOR 
(CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

295645 

LIB3078-030-Q1-K1-C12 

BLASTX 

gll74783 

332 

6.0e-31 

67 

99 

TRYPTOPHAN SYNTHASE ALPHA CHAIN PRECURSOR 

>gi_1362207_pir S56665 tryptophan synthase (EC 4.2.1.20) 

alpha chain - maize >gi_440171_emb_CAA54131_ (X7 6713) 
tryptophan synthase, alpha subunit [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



295646 

LIB3078-030-Q1-K1-F12 

BLASTX 

g730558 

169 

5.0e-12 



41368 



Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



76 
47 

60S RIBOSOMAL PROTEIN L34 >gi_107 6636_pir S48027 ribosomal 

protein L34 - common tobacco >gi_2129964_pir S48028 

ribosomal protein L34.e, cytosolic - common tobacco 
>gi_436030 (L27089) 60S ribosomal protein L34 [Nicotiana 
tabacum] >gi_436032 {L27107) 60S ribosomal protein L34 
[Nicotiana tabaciam] 

295647 

LIB3078-030-Q1-K1-G2 

BLASTN 

g22302 

47 

2.0e-17 

51 

98 

Maize Gpcl gene for glyceraldehyde-3-phosphate 
dehydrogenase (GADPH) subunit C 



Seq. No. 


295648 


Seq. ID 


LIB3078-030-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g2245026 


BLAST score 


259 


E value 


l.Oe-22 


Match length 


91 


% identity 


56 


NCBI Description 


(Z97341) hypothetical protein [Arabidops 


Seq. No. 


295649 


Seq. ID 


LIB3078-031-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


gll5771 


BLAST score 


256 


E value 


4.0e-27 


Match length 


87 


% identity 


79 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



■PE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 

295650 

LIB3078-031-Q1-K1-A4 

BLASTX 

g733456 

575 

l.Oe-70 

144 

97 

{U23189) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

295651 

LIB3078-031-Q1-K1-B1 



41369 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4263712 

254 

4.0e-22 

94 

53 

(AC006223) 
thaliana] 



putative ribosomal protein S12 [Arabidopsis 



Seq. No, 


295652 


Seq. ID 


LIB3078-031-Q1-K1-C2 


Method 


n T TV o nrv 

BLASTX 


•1,7 /—I T /~i T 

NCBI GI 


gJ2y2oi4 


biiAoi score 


loo 


E value 


2.0e-10 


Match length 


51 


% identity 


55 


NCBI Description 


(AL031018) putative protein [Arabidopsis thai 


Seq. No. 


295653 


Seq, ID 


LIB3078-031-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


gl262849 


BLAST score 


224 


E value 


^l.Oe-18 


Match length 


74 


% identity 


61 


NCBI Description 


(U51633) type 1 light-harvesting chlorophyll 



polypeptide [Pinus palustris] 



Seq. No. 


295654 


Seq. ID 


LIB3078-031 


Method 


BLASTX 


NCBI GI 


g3047116 


BLAST score 


429 


E value 


l,0e-42 


Match length 


104 


% identity 


78 


NCBI Description 


(AF058919) ] 


Seq. No. 


295655 


Seq. ID 


LIB3078-031 


Method 


BLASTX 


NCBI GI 


gll5786 


BLAST score 


156 


E value 


2,0e-10 


Match length 


28 


% identity 


100 


NCBI Description 


CHLOROPHYLL 



B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi_8268G_pir ^A29119 chlorophyll a/b-binding 

protein - maize >gi_22357_emb_CAA68451_ (Y00379) LHCP [Zea 
mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



295656 

LIB3078-031-Q1-K1-G8 

BLASTX 

g729478 



41370 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



609 

2.0e-63 

122 
94 

FERREDOXIN— NADP REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 
>gi_442481__dbj_BAA04616_ {D17790) f erredoxin-NADP+ 
reductase [Oryza sativa] 



Seq, No. 




Seq. ID 


LIB3078-032-Q1-K1-C2 


Method 


BLASTN 


NCBI GI 




BLAST score 


36 


E value 


o . ue-11 


Match length 


36 


% identity 


100 


NCBI Description 


Human butyrophilin ( 


Seq, No. 


295658 


Seq. ID 


LIB3078-032-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g2529668 


BLAST score 


149 


E value 


l.Oe-09 


Match length 


58 


% identity 


55 


NCBI Description 


{AC002535) putative 



[Arabidopsis thaliana] >gi__3319288 (AF053366) 
photolyase/blue light photoreceptor PHR2 [Arabidopsis 
thaliana] 



Seq. No. 


295659 


Seq. ID 


LIB3078-032 


Method 


BLASTX 


NCBI GI 


g2565436 


BLAST score 


142 


E value 


4.0e-09 


Match length 


76 


% identity 


42 


NCBI Description 


(AF028842) 


Seq. No. 


295660 


Seq. ID 


LIB3078-032 


Method 


BLASTX 


NCBI GI 


g2191165 


BLAST score 


196 


E value 


5.0e-15 


Match length 


50 


% identity 


70 


NCBI Description 


(AF007270) 




thaliana] 



DegP protease precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



295661 

LIB3078-033-Q1-K1-A5 

BLASTN 

gl68606 

106 



41371 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



9.0e-53 

198 

88 

Zea mays mitochondrial Rieske Fe-S protein mRNA, complete 
cds 

295662 

LIB3078-033-Q1-K1-B10 

BLASTX 

gl36063 

398 

l.Oe-38 

103 

75 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_68426_pir IS2MT triose-phosphate isomerase (EC 

5.3.1.1) - maize >gi_168647 (L00371) triosephosphate 
isomerase 1 [Zea mays] >gi_217 974_dbj_BAA00009_ (D00012) 
triosephosphate isomerase [Zea mays] 

295663 

LIB3078-033-Q1-K1-B3 

BLASTX 

g430947 

157 

l.Oe-10 

62 

53 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

295664 

LIB3078-033-Q1-K1-B4 

BLASTN 

g559531 

236 

l.Oe-130 

252 

98 

Z.mays mRNA for cysteine proteinase 
295665 

LIB3078-033-Q1-K1-C10 

BLASTX 

g2565010 

512 

4.0e-52 

145 

68 

(AC002983) putative microf ibril-associated protein 
[Arabidopsis thaliana] >gi_3377811 (AF07 6275) contains 

similarity to ATP synthase B/B' (Pfam: ATP-synt_B.hmm, 

score: 11.71) [Arabidopsis thaliana] 

295666 

LIB3078-033-Q1-K1-D4 
BLASTX 



41372 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

5eq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl706261 
478 

l.Oe-49 

153 

73 

CYSTEINE PROTEINASE 
cysteine proteinase 



2 PRECURSOR >gi__2118129_pir S59598 

2 precursor - maize 



>gi_644490_dbj_BAA08245_ (D45403) cysteine proteinase [Zea 
mays] ' " 

295667 

LIB3078-033-Q1-K1-D7 

BLASTX 

gl491774 

280 

7,0e-28 

105 

61 

(X99936) cysteine protease [Zea mays] 



295668 

LIB3078-033-Q1-K1-E6 

BLASTX 

g3334376 

407 

8.0e-40 

117 

74 

THIOREDOXIN M-TYPE PRECURSOR 
thioredoxin M [Zea mays] 



(TRX-M) >gi_725276 (L40957) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



295669 

LIB3078-033-Q1-K1-F12 

BLASTN 

g2062705 

35 

3.0e-10 

35 

100 

Hioman butyrophilin {BTF5) mRNA, complete cds 
295670 

LIB3078-033-Q1-K1-F3 

BLASTX 

g2773154 

162 

5.0e-ll 

74 
41 

(AF039573) abscisic acid- and stress-inducible protein 
[Oryza sativa] 

295671 

LIB3078-033-Q1-K1-H2 

BLASTX 

g4263712 

256 



41373 



E value 


3.0e-22 


Match length 


71 


% identity 


68 


NCBI Description 


(AC006223) putative ribosomal protein S12 [Arabidopsis 




thaliana] 


Seq. No. 


295672 


Seq. ID 


T TDOmO AO'S Ol TZi 


Method 


bJjAo i IN 


NCBI GI 


g41cioo4U 


BLAST score 


39 


E value 


2.0e-12 


TV JT J_ 1 T * T - 

Match length 


59 


% identity 


92 


NCBI Description 


Arabxdopsxs thaliana chromosome I BAC F11M15 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


295673 


Seq. ID 


TTOOmO HQ^ Oil V\ TTIO 

LIBoU / 0-U J4-yi-Kl-lijiz 


Method 


BLASTX 


NCBI GI 


g2943792 


BLAST score 


363 


E value 


4 . Oe-36 


Match length 


124 


% identity 


65 


NCBI Description 


(AB006809) PV72 [Cucurbita sp.] 


Seq. No. 


295674 


Seq. ID 


LIB3078-034-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


gi / /ol4y 


BLAST score 


210 


E value 


8.0e-17 


Match length 


91 


% identity 


51 


NCBI Description 


(U66404) phosphate/phosphoenolpyruvate trans locator 




precursor [Zea mays] 


Seq. No. 


295675 


Seq, ID 


LIBJO /o-ui4-Ql-Kl-Fo 


Method 


BLASTX 


NCBI GI 


g4105561 


BLAST score 


269 


E value 


1. Oe-23 


Match length 


94 


% identity 


64 


NCBI Description 


{AF047444) ribulose-5-phosphate-3-epimerase [Oryza sativa] 


Seq. No. 


295676 


Seq- ID 


LIB3078-035-Q1-K1-A12 


Method 


BLASTX 




™.'7 n C O /T 

g / OUOOD 


BLAST score 


186 


E value 


9.0e-14 


Match length 


48 


% identity 


79 


NCBI Description 


60S RIBOSOMAL PROTEIN L23 >gi 310933 (L18 915) 60S ribosomal 



41374 



protein subunit L17 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295677 

LIB3078-035-Q1-K1-A2 

BLASTX 

g3057150 

296 

8.0e-27 

75 
75 

{AF059037) chaperonin 10 [Arabidopsis thaliana] 
295678 

LIB3078-035-Q1-K1-A3 

BLASTX 

gll6167 

177 

l.Oe-18 

116 

47 

G2/MIT0TIC-SPECIFIC CYCLIN C13-1 (A-LIKE CYCLIN) 

>gi_100153_pir S16521 cyclin, mitotic - carrot (fragment) 

>gi_829260_emb_CAA44631_ {X62819) mitotic cyclin [Caucus 
carota] 



Seq. No. 


295679 


Seq. ID 


LIB3078-035-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


gl001650 


BLAST score 


187 


E value 


5.0e-14 


Match length 


89 


% identity 


45 


NCBI Description 


(D64002) hypothetical protein [Synechocyst. 


Seq. No. 


295680 


Seq. ID 


LIB3078-035-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


gl729896 


BLAST score 


154 


E value 


2.0e-10 


Match length 


61 


% identity 


66 


NCBI Description 


TRANSITIONAL ENDOPLASMIC RETICULUM ATPASE 



(P97/CDC48 HOMOLOG 1) >gi_3874005_emb_CAA90050_ (Z49886) 
similar to transitional endoplasmic reticulum ATPase 
homolog 1 (P97 protein); cDNA EST EMBL:D67689 comes from 
this gene; cDNA EST EMBL:D37049 comes from this gene; cDNA 
EST EMBL:D37 645 comes from this gene; cDNA EST EM 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



295681 

LIB3078-035-Q1-K1-F5 

BLASTX 

g3121731 

200 

7.0e-16 
87 



41375 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55 

ACONITATE HYDRATASE, CYTOPLASMIC (CITRATE , HYDRO- LYASE) 
(ACONITASE) >gi_2145473_einb_CAA65735_ (X97012) aconitate 
hydratase [Solanum tuberosum] 

295682 

LIB3078-035-Q1-K1-H1 

BLASTX 

gl483563 

145 

l.Oe-09 

48 

67 

{X99825) leucine aminopeptidase [Petroselinum crispiom] 



295683 

LIB3078-035-Q1-K1-H5 

BLASTN 

gl68527 

88 

2.0e-42 

100 

98 

Maize NADP- dependent malic enzyme 



(Mel) mRNA, complete cds 



295684 

LIB3078-036-Q1-K1-D10 

BLASTX 

g4587610 

270 

l.Oe-23 

107 

53 

(AC006951) putative indole-3-glycerol phosphate synthase 
precursor [Arabidopsis thaliana] 

295685 

LIB3078-036-Q1-K1-F4 - 

BLASTX 

g2618704 

186 

5.0e-14 

75 

51 

(AC002510) putative thioredoxin reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295686 

LIB3078-036-Q1-K1-F6 

BLASTX 

g2984709 

244 

8.0e-21 

68 

78 

(AF053468) DnaJ-related protein 



ZMDJl [Zea mays] 



41376 



Seq. No. 


295687 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g3550483 


BLAST score 


151 


E value 


0 , Oe-lO 


Match length 


56 


% identity 


59 


NCBI Description 


(AJ^i^4oz4) cpoXDnv Lnoraeum vuigarej 


Seq. No, 


295688 


Seq. ID 


LIB307 8-036-Q1-K1-H1^ 


Method 


BLASTX 


NCBI GI 


g4220476 


BLAST score 


161 


E value 


4 . Oe-ll 


Match length 


106 


% identity 


41 


NCBI Description 


(AC0060 69) ribophorm I-liKe protein [Araioiaopsis rnaiianaj 


Seq. No. 


295689 


Seq. ID 


LIB3078-037-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 


193 


E value 


2 . Oe-23 


Match length 


73 


% identity 


81 


NCBI Description 


(AF034945) glycine-rich RNA binding protein [Zea ifiays] 


Seq. No. 


295690 


Seq. ID 


LIB307 8-038 -Ql-Kl-Alu 


Method 


BLASTN 


NCBI GI 


g644491 


BLAST score 


37 


E value 


2 . Oe-ll 


Match length 


65 


% identity 


89 


NCBI Description 


Corn niRNA for elongation factor lA 


Seq. No. 


295691 


Seq. ID 


LIB3078-038-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g3386569 


BLAST score 


403 


E value 


l.Oe-39 


Match length 


90 


% identity 


89 


NCBI Description 


(AF079590) photosystem II type II chlorophyll a/b binding 




protein [Sorghum bicolor] 


Seq. No. 


295692 


Seq. ID 


LIB3078-038-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g3915826 


BLAST score 


198 


E value 


2,0e-15 



41377 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



78 
51 

60S RIBOSOMAL PROTEIN L5 
295693 

LIB3078-038-Q1-K1-B2 

BLASTX 

gl22022 

212 

4.0e-17 

67 

67 

HISTONE H2B >gi_283025_pir S22323 histone H2B - wheat 

>gi_21801_emb_CAA42530__ {X59873) histone H2B [Triticum 
aestivum] 

295694 

LIB3078-038-Q1-K1-C3 

BLASTX 

g3334320 

151 

2.0e-10 

49 

59 

40S RIBOSOMAL PROTEIN SA {P40) >gi_2444420 (AF020553) 
ribosorae-associated protein p4 0 [Glycine max] 

295695 

LIB3078-038-Q1-K1-C4 

BLASTX 

g82696 

192 

3.0e-15 

45 

82 

glycine-rich protein - maize >gi_22293_exrLb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295696 

LIB3078 

BLASTX 

g330958 

157 

4.0e-ll 

58 

55 

{AF0738 
2-]cinas 



•038-Q1-K1-D9 



30 ) f ructose-6-phosphate 
e/fructose-2, 6-bisphosphatase 



[Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



295697 

LIB3078-038-Q1-K1-E4 

BLASTX 

g3421104 

383 

5.0e-37 

84 

81 



41378 



NCBI Description 



(AF043531) 20S proteasome beta subunit PBB2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295698 

LIB3078-038-Q1-K1-F5 

BLASTX 

gl68586 

340 

4.0e-32 

104 

68 

(M58656) pyruvate, orthophosphate dikinase [Zea mays] 



295699 

LIB3078-038-Q1-K1-G11 

BLASTX 

g3914685 

269 

5.0e-24 

59 

90 

60S RIBOSOMAL PROTEIN L17 
protein L17 [Zea mays] 



>gi 2668748 (AF034948) ribosomal 



295700 

LIB3078-038-Q1-K1-G12 

BLASTX 

g461753 

207 

l.Oe-16 

81 

56 

ATP-DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA HOMOLOG 

PRECURSOR >gi_419773_pir S3 11 64 ATP-dependent ClpB 

proteinase regulatory chain homoiog precursor, chloroplast 
- garden pea >gi_169128 {L09547) nuclear encoded precursor 
to chloroplast protein [Pisum sativum] 



Seq. No. 


295701 


Seq. ID 


LIB3078-038-Q1-K1-H11 


Method 


BLASTN 


NCBI GI 


g311236 


BLAST score 


44 


E value 


l.Oe-15 


Match length 


112 


% identity 


85 


NCBI Description 


Z.mays mRNA for ATPase (delta subunit) 


Seq. No. 


295702 


Seq. ID 


LIB3078-039-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g82166 


BLAST score 


282 


E value 


2.0e-25 


Match length 


84 


% identity 


73 


NCBI Description 


glyceraldehyde-3-phosphate dehydrogenase 



{NADP+) 



41379 



(phosphorylating) (EC 1.2.1.13) B, chloroplast - common 
tobacco (fragment) 



Seq. No. 


295703 


Seq. ID 


LIB3078-039-Q1-K1-B12 


Method 


BLASTN 


NCBI GI 


g20o5239 


BLAST score 


35 


E value 


3 . Oe-10 


Matcn length 




% identity 


97 


NCBI Description 


M.musculus mRNA for coxsackie and adenovirus recepi 




homologue 


Seq. No. 


295704 


Seq, ID 


LIB3078-039-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g2196770 


BLAST score 


151 


E value 


5.0e-10 


Match length 


40 


% identity 


72 


NCBI Description 


(AF003127) chlorophyll a/b-binding protein 




[Mesembryanthemum crystallinum] 


Seq. No. 


295705 


Seq. ID 


LIB3078-039-Q1-K1-G7 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


35 


E value 


3. Oe-10 


Match length 


35 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


295706 


Seq, ID 


LIB3078-039-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g2493046 


BLAST score 


165 


E value 


l.Oe-11 


Match length 


81 


% identity 


47 


NCBI Description 


ATP SYNTHASE DELTA' CHAIN, MITOCHONDRIAL PRECURSOR 




>gi 82297 pir A41740 H+-transporting ATP synthase 




3.6.1.34) delta' chain precursor - sweet potato 




>gi_217938_dbj_BAA01511_ {D10660) mitochondrial Fl- 




delta subunit [Ipomoea batatas] 


Seq. No. 


295707 


Seq. ID 


LIB3078-039-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


gl206013 


BLAST score 


206 


E value 


l.Oe-29 


Match length 


101 


% identity 


71 



41380 



NCBI Description 



(U44087) beta-D-glucosidase precursor [Zea mays] 



oecj « iNo . 


0 Qc. 7np 
£. i?o / uo 


beq. ±u 


iaioJU / o — Uo y—yi— ±\1 — no 


Method 


BLASTX 


NCBI GI 


g2651310 


bij/ioi score 


o o o 


E value 


4 . Ue-lo 


M 1 1 n |_ 1 

Match length 


95 


% Identity 


40 


NCBI Description 


(AC002336) putative PT 




thaliana] 


oeq. NO. 


^ yo / uy 


Seq. ID 


LIB3078-039-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g3915847 


BLAST score 


loU 


E value 


8 . Oe-14 


Match length 


60 


% laentity 


00 


NCBI Description 


4 OS RIBOSOMAL PROTEIN 




4 OS ribosomal protein 


Seq. No. 


z9571l) 


Seq. ID 


LIB3078-040-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2582639 


BLAST score 


157 


E value 


l.Oe-lO 


Match length 


67 


% identity 


51 


NCBI Description 


(AJ002414) hnRNP-like 


Seq. No. 


zyo /II 


Seq. ID 


LIB3078-04 0-Q1-K1-A6 


Method 


BLASTN 


NCBI GI 


g23067 67 


BLAST score 


40 


E value 


4 . Oe-13 


Matcn length 


1 AO 

lUo 


% identity 


84 


NCBI Description 


Triticuia aestivum elF- 


Seq. No. 


z9o /Iz 


Seq. ID 


LIB3078-040-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g3915826 


BLAST score 


169 


E value 


2.0e-12 


Match length 


40 


% identity 


82 


NCBI Description 


60S RIBOSOMAL PROTEIN 


Seq. No. 


295713 


Seq. ID 


LIB3078-040-Q1-K1-D7 


Method 


BLASTX 



41381 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2246378 
217 

l.Oe-17 

47 
87 

(Z86094) plastid protein [Arabidopsis thaliana] 
295714 

LIB3078-040-Q1-K1-F5 

BLASTX 

g354B802 

344 

l.Oe-32 

97 

65 

(AC005313) axi 1-like protein [Arabidopsis thaliana] 
>gi__4335769_gb_AAD17446_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295715 

LIB3078-040-Q1-K1-H9 

BLASTX 

g4049345 

190 

2.0e-14 

78 
47 

(AL034567) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295716 

LIB3078-045-Q1-K1-D6 

BLASTN 

gl419369 

208 

l.Oe-113 

212 
100 

Z.mays ZmABP3 mRNA for actin depolymerizing factor 
295717 

LIB3078-046-Q1-K1-B7 

BLASTN 

gl657766 

36 

5.0e-ll 

48 

47 

Zea mays retrotransposon Opie-2 5 ' LTR, primer binding 
site, gag gene, pol gene, complete cds, polypurine tract 
and 3' LTR 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



295718 

LIB3078-046-Q1-K1-C1 

BLASTX 

gl632768 

237 

9.0e-31 
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Matcn lengtn 




% identity 


/o 


NCBI Description 


vUo44Uo; caiciuiu aepenQemi prouem Kinase L^ea inaysj 


Seq. No. 


295719 




LiIdJU / {5~U4 D~yi~i\l~UlU 


Method 


DliHo i A 


NCBI GI 


g2290400 


BLAST score 


209 


E value 


o . ue-1 / 


Match length 


58 


% identity 


69 


NCBI Description 


(091339) stearoyl-ACP desaturase [Helianthus annuus] 


Seq. No. 


O O IT ^7 O A 

295720 


Seq. ID 


Txn'^mo rs A c i^^i 
LlBoU / 0— U4 D-yi-Kl— Uo 


Method 


dLiAo i A 


JNOBl bl 


goo /zzoo 


BLAST score 


166 


E value 


l.Oe-12 


Matcn lengtn 


4 D 


■s identity 


0 / 


NCBI Description 


(AF019248) RNA polymerase I, II and III z4,o kua sujDunit 




[Arabidopsis thaliana] 


Seq. No. 


295721 


Seq. ID 


LIBou 7 o-04o-Ql-Kl-D7 


Method 


bLiAo i A 


NCBI GI 


gl078406 


BLAST score 


153 


E value 


5.0e-10 


Match length 


53 


% identity 


53 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



SWHl protein (version 2) - yeast (Saccharomyces cerevisiae) 
>gi_402658_einb_CAA52646_ (X74552) SWHl [Saccharomyces 

cerevisiae] >gi__1090523_prf 201 925 3A oxysterol-binding 

protein-like protein [Saccharomyces cerevisiae] 

295722 

LIB3078-04 6-Q1-K1-D8 

BLASTX 

g4508068 

142 

8.0e-09 

50 

64 

(AC005882) 3063 [Arabidopsis thaliana] 
295723 

LIB3078-046-Q1-K1-E6 

BLASTX 

g467996 

277 

2.0e-41 

119 

81 

(U04434) flavanone 3-beta-hydroxylase [Zea mays] 



41383 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295724 

LIB3078-046-Q1-K1-E9 

BLASTX 

g4335761 

156 

2.0e-10 

88 

42 

(AC006284) unknown protein [Arabidopsis thaliana] 



295725 

LIB3078-046-Q1-K1 

BLASTX 

g3068714 

452 

5.0e-45 

145 

59 

(AF04 9236) unknown 



F6 



[Arabidopsis thaliana] 



295726 

LIB3078-046-Q1-K1-F7 

BLASTX 

gl31192 

321 

l.Oe-29 

111 

59 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT V PRECURSOR 

(PHOTOSYSTEM I 9 KD PROTEIN) (PSI-G) >gi_100606_pir S20937 

photosystem I chain V precursor - barley 

>gi_19091_emb_CAA42727_ (X60158) photosystem I polypeptide 
PSI-G precursor [Hordeuin vulgare] 

295727 

LIB3078-046-Q1-K1-G7 

BLASTX 

gl710841 

237 

6.0e-23 

98 

61 

ADENOSYLHOMOCYSTEINASE {S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi_758247_emb_CAA56278__ (X79905) 
S-adenosylhomocysteine hydrolase [Phalaenopsis sp,] 

295728 

LIB3078-046-Q1-K1-G8 

BLASTX 

g68029 

301 

2.0e-27 

110 

63 

phosphoenolpyruvate carboxylase (EC 4.1.1.31) - maize 
>gi_22408_emb_CAA33317_ {X15239) PEP carboxylase [Zea mays] 
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>gi_228619_prf_ 
[Zea mays] 



_1807332A phosphoenolpyruvate carboxylase 





Seq. No, 


295729 




Seq, ID 


LIB3078-046-Q1-K1-H9 




Method. 


DLiAoi JN 






/ coo Q Q 




BLAST score 


/4 




E value 


1 . Ue- Jo 




Matcn length 


1/1 




% identity 


0 / 




NCBI Description 


Zea luays retrotranspos 




Seq. No. 


295730 




Seq. ID 


LIB3078-047-Q1-K1-C6 




Method 


rjT ACTV 
DliAo i A 






g4 IZ / 4 0 D 




BLAST score 


o4 4 




E value 


o o 
Z . Ue-oz 




Match length 


100 




% identity 


36 


y = 


NLBi Description 


(AuuiUoioj cpnzi prote 




oeq. iNO. 


O QC 70-! 




Seq. ID 


LIB3078-047-Q1-K1-D5 




Method 


BLASTX 




NCBI GI 


g548605 




BLAST score 


463 




E value 


3.0e-46 




Match length 


123 




% identity 


82 




NCBI Description 


PHOTOSYSTEM I REACTION 



3' LTR, partial sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



NTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir ^A48527 photosystem I protein psaK precursor 

- barley >gi_304220 {L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

295732 

LIB3078-047-Q1-K1-E6 

BLASTX 

g266578 

236 

l.Oe-19 

56 

75 

METALLOTHIONEIN-LIKE PROTEIN 1 >gi_1008 98_pir S17560 

metallothionein-like protein - maize >gi__2367 30_bbs_57 629 
(S57628) metallothionein homologue [Zea mays. Peptide, 7 6 
aa] [Zea mays] >gi_559536_emb_CAA57676_ (X82186) 
metallothionein- like protein [Zea mays] 

>gi_228095_prf 1717215A metallothionein-like protein [Zea 

mays] 

295733 

LIB3078-047-Q1-K1-F5 

BLASTX 

g467996 



41385 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



552 

5.0e-57 

109 

97 

(U04434) flavanone 3-beta-hydroxylase [Zea mays] 
295734 

LIB3078-047-Q1-K1-G12 

BLASTX 

gll5765 

343 

3.0e-32 

78 

82 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE II PRECURSOR 

(CAB-7) >gi__100201_pir S07408 chlorophyll a/b-binding 

protein type II {cab-7) - tomato >gi_19180_emb_CAA32197_ 
(X14036) chlorophyll a/b-binding protein [Lycopersicon 
esculentum] >gi_170431 (M20241) chlorophyll a/b-binding 

protein [Lycopersicon esculentum] >gi_22654 6_prf 160 15 ISA 

chlorophyll a/b binding protein II [Lycopersicon 
esculentum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295735 

LIB3078-048-Q1-K1-C7 

BLASTX 

gl217601 

150 

6.0e-10 

45 

71 

(D42070) PSI-E subunit of photosystem I 
sylvestris] 



[Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295736 

LIB3078-04 8-Q1-K1-D7 

BLASTX 

g320622 

343 

2.0e-32 

113 

59 

probable protein kinase - maize (fragment) >gi_168618 
{M62985) protein kinase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295737 

LIB3078-048-Q1-K1-E4 

BLASTN 

g22239 

57 

l.Oe-23 

149 

85 

Maize cytosolic mRNA for subunit A of chloroplast GAPDH 
(GapA) glyceraldehyde-3-phosphate dehydrogenase 



Seq. No, 



295738 
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oecj. ±u 


LilDOU / 0 "U*io""yi""j\l — r 1 




DJ_ifiO 1 A 




nr9 9 A /I Q1 ^ 
y Z Z ft 4 ^±0 


BLAST score 


199 


E value 


2.0e-15 


Match length 




% icientity 




Nuni Uescripuion 


{Z97339) strong homology to reverse transcriptase 




[Arabidopsis thaliana] 


O \Ty^ 

becj. iNO. 


zyo / 


oeq. jlu 








NCBI GI 


g2911073 


BLAST score 


214 


E value 


z> . ue— X / 


Match length 


Q A 
O 4 


% identity 


A CI 


iNUrii uescnpLion 


(ALUzxyDU; putative protein [AraJoidopsis tnaXianaJ 


beg. NO. 


zyo /4U 


oeg. Lu 


liXoJU / o — U4o— yx— rvX — r 4 


LXie ufiOCl 


■QT a CTY 
DXiiib i A 




gXXoXU4 


jDjjiioi score 


4 -5 / 


E value 


z . ue— 4 o 


i^atcn xengun 




% identity 


86 


NCBI Description 


PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 




(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 




>gx_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1. 




maize >gi_168461 {M55021) cyclophilm [Zea mays] 




>gi_829148_emb_CAA48638_ (X68678) cyclophilm [Zea mays 


Seq. No. 


295741 


beq. lu 


LIBoU /o-U4o-Ql-Kl-G10 


iYiei,nuQ 


nXjAb i IN 




g4 Dzo4 U 


BLAST score 


73 


E value 


5.0e-33 


Match length 


zUi 


•6 Identity 


yi 


NCBI Description 


Z.mays mRNA for type II light-harvesting chlorophyll 




a/b-binding protein 


Seq. No. 


295742 


beq. lU 


LIBJO /a-048-QI-Kl-Glz 


Method 


BLAbTX 


NCBI GI 


g3126854 


BLAST score 


315 


E value 


4 . Oe-2 9 


ixiaLcn xengun 


111 

XXX 


% identity 


59 


NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza sativ* 


Seq. No. 


295743 


Seq. ID 


LIB3078-049-Q1-K1-B5 
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Method 


DliAo i A 


NCBI GI 


g3510256 


BLAST score 


200 


E value 


1 . Oe-15 


Match length 


62 


% identity 


53 


NCBI Description 


{AC005310) unknown protein [Arabidopsis thaliana] 


Seq. No. 


295744 


Seq. ID 


LIBoU /y-U4y-Ql-Kl-CIu 


Method 


BLAolX 


NCBI GI 


gll72818 


BLAST score 


O O A 

289 


E value 


4.0e-26 


Match length 


110 


% identity 


58 


NCBI Description 


40S RIBOSOMAL PROTEIN S16 >gi 538428 (L36313) ribosomal 




protein S16 [Oryza sativa] >gi 1096552 prf 2111468A 




ribosomal protein S16 [Oryza sativa] 


Seq. No. 


295745 


Seq. ID 


TTnOATO A/IA /~i1A 

LIB30 /o-u4y-Ql-Kl-C12 


Method 


BLASTX 


NCBI GI 


g3695392 


BLAST score 


235 


E :value 


l.Oe-19 


Match length 


151 


% identity 


34 


NCBI Description 


{AF096371) No definition line found [Arabidopsis thaliana] 


Seq. No. 


295746 


Seq. ID 


LIB3078-049-Q1-K1-G12 


Method 


n T 7\ o rnvr 

BLASTX 


NL-bl hi 


giozi4 / 


BLAST score 


328 


E value 


9.0e-31 


Match length 


106 


% identity 


65 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_68089_pir RKZMS 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - maize >gi_22474_emb_CAA29784_ (X06535) 
ribulose-1, 5-bisphosphate carboxylase (RuBPC) precursor 
[Zea mays] >gi_217964_dbj_BAA00120_ (D00170) ribulose 
1, 5-bisphosphate carboxylase small subunit [Zea mays] 

>gi_359512_prf 1312317A ribulosebisphosphate carboxylase 

[Zea mays] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295747 

LIB3078-04 9-Q1-K1-H3 

BLASTX 

g4544399 

455 

2,0e-45 

125 

63 

{AC007047) putative beta-ketoacyl-CoA synthase [Arabidopsis 



41388 



thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295748 

LIB3078-049-Q1-K1-H8 

BLASTX 

g2773154 

164 

3.0e-ll 

78 

45 

(AF039573) abscisic acid- 
[Oryza sativa] 



and stress-inducible protein 



295749 

LIB3078-050-Q1-K1-A6 

BLASTX 

g729135 

473 

l,0e-47 

126 

72 

CAFFEIC ACID 3-0-METHYLTRANSFERASE 
(S-ADENOSYSL-L-METHIONINE:CAFFEIC ACID 

3 -0-METH YLTRANS FERASE ) ( COMT ) >gi_2 8303 4_pi r S 28612 

catechol 0-methyltransferase (EC 2.1.1.6) - maize 
>gi_168532 {M73235) 0-methyltransferase [Zea mays] 



Seq. No. 


295750 


Seq. ID 


LIB3078-050-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g671737 


BLAST score 


321 


E value 


5.0e-30 


Match length 


87 


% identity 


74 


NCBI Description 


(X74731) Chloropyll a/b 




hypochondriacus ] 


Seq. No. 


295751 


Seq. ID 


LIB3078-050-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


270 


E value 


7.0e-24 


Match length 


84 


% identity 


65 


NCBI Description 


{U86018) photosystem II 


Seq. No. 


295752 


Seq. ID 


LIB3078-050-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g2688824 


BLAST score 


148 


E value 


l.Oe-09 


Match length 


71 


% identity 


49 


NCBI Description 


(U93273) putative auxin 



41389 



armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295753 

LIB3078-050-Q1-K1-F9 

BLASTN 

g2984708 

66 

5.0e-29 

122 

89 

Zea mays DnaJ-related protein 
cds 



ZMDJl (mdJl) gene, complete 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



295754 

LIB3078-050-Q1-K1-H8 

BLASTX 

gl835731 

347 

3.0e-33 

79 

81 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 
295755 

LIB3078-051-Q1-K1-A5 

BLASTX 

g2809249 

190 

3.0e-14 

147 

15 

(AC002560) F21B7.18 [Arabidopsis thaliana] 
295756 

LIB3078-051-Q1-K1-B6 

BLASTX 

g3935167 

361 

2.0e-34 

96 

71 

(AC004557) F17L21.10 [Arabidopsis thaliana] 
295757 

LIB3078-051-Q1-K1-C1 

BLASTN 

g3925238 

72 

3.0e-32 

191 

85 

Zea mays 6-phosphogluconate dehydrogenase isoenzyme A gene, 
partial cds 

295758 

LIB3078-051-Q1-K1-C3 
BLASTX 
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NCBI GI 


g3901268 


BLAST score 


212 


E value 


b . Ue— 1 / 


Match length 


izo 


% identity 


38 


NCBI Description 


(AruDUi/J) bVz related protein [Rattus norve 


Seq. No. 


295759 


beq. ID 


LIB3078-051-Q1-K1-C6 


Method 


O T 7\ O rn V 




go / oozoU 


nLitioi score 


lyt) 


E value 


3.0e-15 


Match length 


88 


% identity 


4 D 


NCBI Description 


(ABUU//yU) DREB2A [Arabidopsis thaliana] 




>gi_4126706_dbj_BAA36705_ (ABO 1657 0) DREB2A 




tnaliana j 


Seq. No, 


295760 


beq. lu 


LlBoU / o-Uol-Ql-Kl-D2 






NCBI GI 


g4589961 


BLAST score 


454 


E value 


3 . Oe-45 


Match, length 


132 


% identity 


61 


NCBI Description 


{AC007169) unknown protein [Arabidopsis thai 


Seq. No. 


295761 


Seq, ID 


LIB3078-051~Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g295855 


BLAST score 


363 


E value 


5 . Oe-35 


Match length 


86 


-6 identity 


80 


NCBI Description 


(X15642) P-pyruvate carboxylase [Zea mays] 


Seq. No. 


295762 


beq. lu 


LIB3078-051-Q1-K1-F8 


Mennou 


DT TV Crpv 


NCBI GI 


g2668742 


BLAST score 


282 


E value 


3 . Oe-25 


Match length 


61 


% identity 


92 


NCBI Description 


(AF034945) glycine-rich RNA binding protein 


Seq. No. 


295763 


Seq. ID 


LIB3078-051-Q1-K1-G3 


riennoa 


"DT 7\ OTiV 
DLlAbiX 


NCBI GI 


gl68586 


BLAST score 


350 


E value 


4.0e-33 


Match length 


113 


% identity 


65 



[Arabidops 
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irajoDoo; pyruvaue, or cnopnospnaue aiKinase [Ziea luaysj 


O ^ LJ^ • IN U * 




C • J. u 


XiXDou /o ^x rvx DXU 






NCBI GI 


g2055273 


BLAST score 


229 


1—1 V a J- Lie 


^ . X ^ 




o o 




77 
/ / 




(D85339) hydroxypyruvate reductase [Arabidopsis thaliana] 




z y 0 / 00 


Sea ID 




Method. 


BT.ASTX 


NCBI GI 


g4056502 


BLAST score 


147 


Rj V d _L Lit; 


1 Do-flQ 
X ■ ue u y 










NCBI Descrintion 


Vrtv^uuoo :?d; ^uo xiDosoiuax pronem oo [/iraDXQopsis cnaxiana 






O C Li • XL/ 


T TR'^n7 ft-D R9— ni — "PTI —PR 


MpthnH 

Lie L.11WV^ 


OXLfiO X iN 


NCBI GI 


g3821780 


BLAST score 


36 


E vslue 


1 . ue— lu 




A Q 


% identity 


b / 




Aenopus xaevis cuJN/i Cxone z/Ad~J. 


O e q . IN O - 


-i: yo / D / 


O ■ J.LJ 




Mpthofi 


oxj/iLO J. A 


NCBI GI 


gl848210 


BLAST score 


143 


i-i V dX U.C 


s no-HQ 






^ T T^ ^ n ^ T r 

"5 laeriLiLy 


1 4 


Ln^^DX UfeJisCx xp UxOIl 


\iLL^\jo) nistone nZBL LNicotiana tabacum] 


oeq • vio . 


zyo /bo 


oeq. xu 


T TDOmO ncO r\'\ T/"1 tti a 

JjIdoU / o-Uo^i— yi-Ki-HiU 


MptlioH 

JL Iw ^XXV,/\w4. 


oxirio X 


NCBI GI 


a2981206 


BLAST score 


38 


E value 


5.0e-12 


Match length 


102 


^ xCIcllLXty 


QA 


Ml^R T "Hci o V* T T^-h -1 /-M-i 

iNk^jDX jjescx ipi-ion 


Zea mays photosystem I complex PsaH subunit precursor 




(psaH) laRNA, nuclear gene encoding chloroplast protein. 




complete cds 


Seq. No, 


295769 


Seq. ID 


LIB3078-053-Q1-K1-B1 


Method 


BLASTX 



41392 




NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl32147 
209 

7.0e-21 

87 

69 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_6808 9_pir RKZMS 

ribulose-bisphosphate carboxylase {EC 4.1.1.39) small chain 
precursor - maize >gi_22474_emb_CAA297 84_ {X06535) 
ribulose-1, 5-bisphosphate carboxylase (RuBPC) precursor 
[Zea mays] >gi_217964_dbj_BAA00120_ (D00170) ribulose 
1, 5-bisphosphate carboxylase small subunit [Zea mays] 

>gi_359512__prf 1312317A ribulosebisphosphate carboxylase 

[Zea mays] 

295770 

LIB3078-053-Q1-K1-F12 

BLASTX 

g2493650 

411 

2.0e-40 

85 

98 

RUBISCO SUBUNIT BINDING-PROTEIN BETA SUBUNIT (60 KD 
CHAPERONIN BETA SUBUNIT) (CPN-60 BETA) 
>gi_1167858_emb_CAA93139_ {Z68903) chaperonin [Secale 
cereale] 



Seq. No. 


295771 


Seq. ID 


LIB3078-053-Q1-K1-H6 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


l,0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone , 


Seq. No. 


295772 


Seq. ID 


LIB3078-054-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g3293555 


BLAST score 


145 


E value 


3.0e-09 


Match length 


82 


% identity 


45 


NCBI Description 


(AF072931) chlorophyll a/b 




sativa] 


Seq. No . 


295773 


Seq. ID 


LIB3078-054-Q1-K1-E1 


Method 


BLASTN 


NCBI GI 


g3777599 


BLAST score 


53 


E value 


4.0e-21 


Match length 


89 


% identity 


90 



41393 



NCBI Description 



Oryza sativa clone LSlOl 50S ribosomal protein L5 (rpl5) 
itiRNA, nuclear gene encoding chloroplast protein, partial 
cds 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295774 

LIB3078-054-Q1-K1-E8 

BLASTX 

g3386569 

294 

l.Oe-26 

64 

86 

(AF079590) photosystem II type II chlorophyll a/b binding 
protein [Sorghum bicolor] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295775 

LIB3078-054-Q1-K1-F9 

BLASTX 

g3912917 

296 

9.0e-27 

138 

43 

(AF001308) putative NAK-like ser/thr protein kinase 
[Arabidopsis thaliana] 



Seq. No. 


295776 


Seq. ID 


LIB3078-054-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g4572674 


BLAST score 


368 


E value 


3.0e-35 


Match length 


104 


% identity 


64 


NCBI Description 


(AC006954) unknown protein [Arabidopsis 


Seq. No. 


295777 


Seq. ID 


LIB3078-054-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


g548770 


BLAST score 


494 


E value 


4.0e-50 


Match length 


107 


% identity 


87 


NCBI Description 


60S RIBOSOMAL PROTEIN L3 >gi 481228 pir 




protein L3 - rice >gi_303853__dbj_BAA02l'[ 




ribosomal protein L3 [Oryza sativa] 


Seq. No. 


295778 


Seq. ID 


LIB3078-055-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


gl899188 


BLAST score 


150 


E value 


l.Oe-09 


Match length 


44 


% identity 


64 



S38359 ribosomal 
3 (D12630) 



NCBI Description (U90212) DNA binding protein ACBF [Nicotiana tabacum] 



41394 




Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295779 

LIB3078-055-Q1-K1-E1 

BLASTX 

g3183079 

271 

6.0e-24 

122 

48 

MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 
>gi_1375075_dbj_BAA12870_ (D85763) glyoxysomal malate 
dehydrogenase [Oryza sativa] 

295780 

LIB3078-055-Q1-K1-E12 

BLASTX 

gl35181 

157 

6.0e-ll 

52 

58 

VALYL-TRNA SYNTHETASE (VALINE—TRNA LIGASE) (VALRS) 
>gi_143797 (M16318) valyl-tRNA synthetase [Bacillus 
stearothermophilus] 



Seq. No. 


295781 




Seq. ID 


LIB3078-055-Q1- 


-K1-F9 


Method 


BLASTX 




NCBI GI 


gl22083 




BLAST score 


228 




E value 


7.0e-23 




Match length 


98 




% identity 


63 




NCBI Description 


HISTONE H3 >gi_ 


70751 pir 




bread tree >gi_ 


"224865_prf 




[ Encephalartos 


sp.] 


Seq. No. 


295782 




Seq. ID 


LIB3078-055-Q1- 


-K1-G7 


Method 


BLASTN 




NCBI GI 


g3821780 




BLAST score 


36 




E value 


l.Oe-10 




Match length 


36 




% identity 


100 




NCBI Description 


Xenopus laevis 


cDNA clone 


Seq. No. 


295783 




Seq. ID 


LIB3078-056-Q1- 


-K1-A5 


Method 


BLASTN 




NCBI GI 


g3821780 




BLAST score 


37 




E value 


l.Oe-11 




Match length 


49 




% identity 


67 




NCBI Description 


Xenopus laevis 


cDNA clone 



HSEAH3 histone H3 
1202289A histone 



Altenstein' s 



H3 



41395 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295784 

LIB3078-056-Q1-K1-D10 

BLASTX 

g4505873 

340 

6.0e-32 

129 

50 

phospholipase Dl, phophatidylcholine-specif ic (NOTE: 
redefinition of syrnbol) >gi_2499703_sp_Q13393_PLDl_HUMAN 
PHOSPHOLIPASE Dl (PLD 1) (CHOLINE PHOSPHATASE 1) 
(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE Dl) 
>gi_1185463 (U38545) phospholipase Dl [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295785 

LIB3078-056-Q1-K1-D9 

BLASTX 

g3025329 

173 

2.0e-12 

88 

45 

HYPOTHETICAL 25.4 KD PROTEIN F53F4 . 
>gi_3877534_emb_CAB01212_ {Z77663) 



3 IN CHROMOSOME V 
Similarity to S.pombe 



hypothetical proteinSPAC4G9 . 01 
elegans] 



{TR:E223656) [Caenorhabditis 



Seq. No, 


295786 


Seq. ID 


LIB3078-056-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g4006902 


BLAST score 


190 


E value 


2.0e-14 


Match length 


138 


% identity 


31 


NCBI Description 


(Z99708) putative protein 


Seq. No. 


295787 


Seq. ID 


LIB3078-056-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g3550485 


BLAST score 


265 


E value 


l,0e-23 


Match length 


83 


% identity 


65 


NCBI Description 


(AJ224325) cp33Hv [Hordeum 


Seq. No. 


295788 


Seq, ID 


LIB3078-056-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g4522009 


BLAST score 


247 


E value 


5.0e-21 


Match length 


106 


% identity 


45 


NCBI Description 


(AC007069) unknown protein 



41396 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295789 

LIB3078-057-Q1-K1-A10 

BLASTX 

g2160182 

145 

l.Oe-09 

70 

50 

{AC000132) ESTs gb_ATTS1236, gb_T43334 , gb_N97019, gb_AA395203 
come from this gene. [Arabidopsis thaliana] 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295790 

LIB3078-057-Q1-K1-A6 

BLASTX 

g4581856 

199 

l.Oe-15 

110 

48 

(AF116825) l-deoxy-D-xylulose-5-phosphate reductoisomerase 
[Mentha x piperita] 



Seq. No. 295791 

Seq, ID LIB3078- 

Method BLASTX 

NCBI GI g537403 

BLAST score 145 

E value 3.0e-09 

Match length 63 

% identity 52 

NCBI Description (D26538) 
sativa] 



057-Ql-Kl-Bl 



WSI724 protein induced by water stress [Oryza 



Seq. No, 


295792 


Seq. ID 


LIB3078-057-Q1-K1-D11 


Method 


BLASTN 


NCBI GI 


gl498052 


BLAST score 


66 


E value 


7.0e-29 


Match length 


82 


% identity 


95 


NCBI Description 


Zea mays ribosomal protein S8 mRNA, complete cds 


Seq. No. 


295793 


Seq. ID 


LIB3078-057-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g82696 


BLAST score 


353 


E value 


l.Oe-33 


Match length 


86 


% identity 


80 


NCBI Description 


glycine-rich protein - maize >gi_22293_emb_CAA43431 




{X61121) glycine-rich protein [Zea mays] 


Seq, No- 


295794 


Seq, ID 


LIB3078-057-Q1-K1-H10 


Method - 


BLASTN 



41397 



NCBI GI 


g2062705 


BLAST score 


38 


E value 


5 . ue-12 


Matcn lengtn 


o o 


% identity 


100 


NCBI Description 


Human butyrophilin 


Seq. No. 


295795 


Seq. ID 


LIBoU / y-UUl-Ql-Kl- 


Method. 




NCBI GI 


g799029 


BLAST score 


74 


E value 


2 , Oe-33 


Match length 


109 


% identity 


94 


NCBI Description 


ii . mays bhi i i mKJNA 


Seq. No. 


295796 


beq. ID 


LIBJU /y-UUl-Ql-Kl- 


Method 






g / J^^^\J I 


BLAST score 


193 


E value 


l.Oe-14 


Match length 


92 


% identity 


42 


NCBI Description 


HYPOTHETICAL 75.4 



>gi_626466_pir_ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



KD PROTEIN IN AUT1-CSE2 INTERGENIC REGION 
S45131 probable membrane protein YNROOSw - 
yeast (Saccharomyces cerevisiae) >gi_4 96725__emb_CAA5457 6__ 
(X77395) N2042 [Saccharomyces cerevisiae] 
>gi_1302482_emb_CAA96285_ (271623) ORF YNROOSw 
[Saccharomyces cerevisiae] 

295797 

LIB3079-001-Q1-K1-D7 

BLASTX 

gl209703 

371 

l.Oe-35 

126 

56 

(U40489) maize gll homolog [Arabidopsis thaliana] 
295798 

LIB3079-001-Q1-K1-E1 

BLASTX 

g2708532 

182 

9.0e-15 

95 

46 

(AF029351) putative RNA binding protein [Nicotiana tabaciom] 
295799 

LIB3079-001-Q1-K1-F11 

BLASTX 

gl770515 

176 



41398 





E value 


l.Oe-12 




Matcn lengtn 


A 1 

4 / ^ 




% identity 


66 




NCBI Description 


(X99459) sigma 3 protein [Homo sapiens] >gi 1923272 






(uyj.yoo) AP— o compleK sigmaJB suDunit [Mus musculusj 




Seq. No. 


295800 




Seq. ID 


LIB^U /y-uUl-Ql-Kl-Hz 




Me Lnoct 


O T 7\ C HTM 




NCBI GI 


g22544 




BLAST score 


64 




E value 


1 . Oe-27 




Match lengtn 


1 IT /* 

156 




^ identity 


o c 
00 




NCBI Description 


Maize mRNA (clone A30) for zein (a plant storage prot 




Seq. No. 


295801 




beq. ID 






Method 


BLASTX 




NCBI GI 


g3126967 




BLAST score 


272 




E value 


1 . Oe-24 




Match length 


69 




% identity 


15 




NCBI Description 


(AFuoloOV) polyubiquitm [Elaeagnus umbellata] 




Seq. No. 


295802 


y i; 


Seq. ID 


LIB3079-002-Q1-K1-C4 




Method 


BLASTX 




NCBI GI 


g3183079 




BLAST score 


350 




E value 


4.0e-33 




Match length 


73 




t Identity 


A O 




NCBI Description 


MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 






>gi_1375075_dbj_BAA12870__ (D857 63) glyoxysomal malate 






dehydrogenase [Oryza sativa] 




Seq. No. 


295803 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



LIB3079-002-Q1-K1-E12 

BLASTX 

g2842704 

195 

4.0e-15 

88 

42 

HYPOTHETICAL 73.3 KD PROTEIN C6G9.14 IN CHROMOSOME I 
>gi_1644326__emb_CAB03616.1_ {Z81317) serine rich pumilio 
family rna binding domain pr otein [Schizosaccharomyces 
pombe] 

295804 

LIB3079-002-Q1-K1-G9 

BLASTX 

g2119187 

339 

6.0e-32 



41399 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



transmembrane protein, glucose starvation-induced - maize 
>gi_575731_emb_CAA57955_ (X82633) transmembrane protein 
[Zea mays] 

295805 

LIB3079-003-Q1-K1-B1 

BLASTX 

g82695 

250 

2.0e-21 

118 

48 

glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.12) 3 - 
maize (fragment) >gi_293887 (L13431) 
glyceraldehyde-3-phosphate dehydrogenase [Zea mays] 

295806 

LIB3079-003-Q1-K1-B7 

BLASTN 

g442525 

82 

3.0e-38 

218 

84 

ZmERabp4=auxin-binding protein [Zea mays=corn, seedling, 
mRNA, 917 nt] 

295807 

LIB3079-003-Q1-K1-D4 

BLASTX 

g2624498 

201 

l.Oe-15 

145 

39 

Crystal Structure Of Barley Grain Peroxidase 



Seq. No. 295808 

Seq. ID LIB3079-003-Q1-K1-D8 

Method BLASTX 

NCBI GI g4512682 

BLAST score 282 

E value 4.0e-25 

Match length 121 

% identity 45 

NCBI Description (AC006931) unknown protein [Arabidopsis thaliana] 

Seq. No. 295809 

Seq. ID LIB3079-003-Q1-K1-F8 

Method BLASTX 

NCBI GI gll72818 

BLAST score 145 

E value 3.0e-09 

Match length 84 

% identity 46 



41400 



NCBI Description 40S RIBOSOMAL PROTEIN S16 >gi_538428 {L36313) ribosoinal 
protein S16 [Oryza sativa] >gi_1096552_prf_2111468A 
ribosomal protein S16 [Oryza sativa] 



Seq. No. 


295810 


Seq. ID 




Method 


BLAoTX 


NCBI GI 


gl370172 


BLAST score 


ICO 


E value 


6 . ue-lU 


Match length 


DO 


% identity 


DO 


NCBI Description 


(Z/jyobJ KAniX [JjOuus japomcusj 


Seq. No. 


295811 


Seq. ID 


TTnomCk r\C\A T^I—SO 


Method 


BLAbiX 


NCBI GI 


O r\ C O C AC 

g3953595 


BLAST score 


I/O 


E value 


A A — . 1 O 

9 . Oe-13 


Match length 


76 


% identity 


bl 


NCBI Description 


(AB008486) response regulator 3 [Arabi 


Seq. No. 


295812 


Seq. ID 


LIB3079-004-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g2218152 


BLAST score 


652 


E value 


1 . Oe-68 


Match length 


131 


% identity 


89 


NCBI Description 


(ArUUo^/y; uype iixa itieiriDrane prox-eiii 




unguiculata] 


Seq. No. 


295813 


Seq. ID 


LIB3079-004-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g2580499 


BLAST score 


506 


E value 


2,0e-51 


Match length 


120 



% identity 

NCBI Description 



72 

{U67186) NADPH:ferrihemoprotein oxidoreductase 
[Eschscholzia californica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295814 

LIB3079-004-Q1-K1-F10 

BLASTX 

g4508068 

156 

2.0e-10 

57 

56 

{AC005882) 3063 [Arabidopsis thaliana] 



Seq. No. 



295815 



41401 





T TR^ni Q-nn4-ni -ki -pi i 


Method 


"DT 7\ OfM 
JbliilO i vi 


NCBI GI 


gl684'84 


BLAST score 


254 


E value 


1 , ue- 141 


Match length 


z y 4 


% identity 


y / 


NCBI Description 


lyiaize enaospcxiii yxuccx-Lii z yciic 


Seq. No, 


O Q C O 1 


beq. ID 


T Tia'? m Q— nn c;— m — "pfi — r7 
lilDoU / uuo y± rv± d/ 


Method 


dLAo IM 


NCBI GI 


gl597722 


BLAST score 


352 


E value 


u . ue+uu 


Match length 


"5 Q Q 
JO 0 


% identity 


QQ 


inudI uescripuion 


Li^di lUcl^O Vw/XxXiNiXlJ JL *3 p-Lt;>— U.JL ow-L \ ^-i- 


Seq. No. 


zyool / 


beq. lU 


IiIJdoU /y~uuo yl Jt\l 


Metnoa 


nl>i\b 1 A 


WLrJl bl 


you lOOZ ± 


BLAST score 


298 


E value 


l.Oe-37 


Match length 


y / 


% identity 


oo 


NCBI Description 


(ArUoo4oU} low molecular weignr 




precursor [Zea mays] 


Seq. No. 


295818 


beq. lu 




Method 


BLASTX 


NCBI GI 


gl076283 


BLAST score 


195 


E value 


7.0e-15 


Match length 


54 



complete cds 



mRNA, complete cds 



% identity 

NCBI Description 



67 



adenylylsulfate kinase (EC 2.7.1.25) precursor - 
Arabidopsis thaliana >gi_414737_emb_CAA53426_ (X75782) APS 
kinase [Arabidopsis thaliana] >gi_450235 (U05238) APS 
kinase [Arabidopsis thaliana] >gi_1575322 (059759) APS 



kinase [Arabidopsis thaliana] 
kinase [Arabidopsis thaliana] 



>gi 3252812 (AC004705) APS 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295819 

LIB3079-005-Q1-K1-E8 

BLASTX 

g2494140 

236 

4.0e-20 

77 
56 

(AC003002) R29515_l [Homo sapiens] 
unknown [Homo sapiens] 



>gi_3068727 {AF058918) 



Seq. No. 



295820 



41402 



Seq. ID LIB3079-005-Q1-K1-G10 

Method BLASTX 

NCBI GI gl620753 

BLAST score 189 

E value 2.0e-14 

Match length 57 

% identity 58 

NCBI Description (U72942) proteinase inhibitor [Oryza sativa] 

>gi_2829212_gb_AAC00503_ (AF044059) proteinase inhibitor 
[Oryza sativa] 

Seq, No. 295821 

Seq. ID LIB3079-005-Q1-K1-H5 

Method BLASTX 

NCBI GI g4567312 

BLAST score 157 

E value 2.0e-10 

Match length 51 

% identity 59 ^ n . 

NCBI Description {AC005956) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 295822 

Seq. ID LIB3079-006-Q1-K1-B7 

Method BLASTX 

NCBI GI gl31773 

BLAST score 204 

E value 5.0e-16 

Match length 55 

% identity 76 

NCBI Description 4 OS RIBOSOMAL PROTEIN S14 (CLONE MCH2) 

>gi 82724_pir B30097 ribosomal protein S14 (clone MCH2) 

maize 

Seq. No. 295823 

Seq. ID LIB3079-007-Q1-K1-A6 

Method BLASTX 

NCBI GI g4455276 

BLAST score 157 

E value 2.0e-10 

Match length 132 

% identity 27 ^.^ . 

NCBI Description (AL035527) peptide transporter-like protein [Arabidopsis 
thaliana] 

Seq. No. 295824 

Seq. ID LIB3079-007-Q1-K1-A8 

Method BLASTX 

NCBI GI gl00490 

BLAST score 471 

E value 2.0e-47 

Match length 104 

% identity 25 

NCBI Description polyubiquitin - garden snapdragon (fragment) 

>gi_16071_emb_CAA48140_ (X67957) ubiquitin [Antirrhinum 
ma jus] 

Seq. No. 295825 



41403 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3079-007-Q1-K1-B11 

BLASTX 

g3912917 

252 

l.Oe-21 

49 

98 

(AF001308) putative NAK-like ser/thr protein kinase 
[Arabidopsis thaliana] 



Seq. No. 


295826 


Seq. ID 


LiBoU /y-uu /-yi-ixi-Dy 


Method 


BLASTX 


NCBI GI 


g4539350 


BLAST score 


191 


E value 


2.0e-14 


Match length 


53 


% identity 


64 


NCBI Description 


(AL035539) putative pectinesterase [Arabidopsis 


Seq. No. 


295827 


Seq. ID 


LIB3079-007-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g451193 


BLAST score 


524 


E value 


2.0e-53 


Match length 


142 


% identity 


75 


NCBI Description 


(L28008) wali7 [Triticum aestivum] 


>gi 1090845_prf 2019486B wali7 gene [Triticum 


Seq. No. 


295828 


Seq. ID 


LIB3079-007-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g22216 


BLAST score 


341 


E value 


5.0e-32 


Match length 


125 


% identity 


59 


NCBI Description 


(X55722) 22kD zein [Zea mays] 


Seq. No. 


295829 


Seq. ID 


LIB3079-007-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g2980765 


BLAST score 


229 


E value 


6.0e-19 



Match length 

% identity 

NCBI Description 



107 
50 



(AL022198) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



295830 

LIB3079-008-Q1-K1-B11 

BLASTX 

g4544451 

164 

7.0e-25 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



105 
57 

(AC006592) unknown protein [Arabidopsis thaliana] 
295831 

LIB3079-008-Q1-K1-B7 

BLASTX 

gl345587 

511 

5.0e-52 

103 

99 

14-3-3-LIKE PROTEIN GF14-6 >gi_998430_bbs_164522 (S77133) 
GF14-6^14-3-3 protein homolog [Zea mays, XL80, Peptide, 261 
aa] [Zea mays] 

295832 

LIB3079-008-Q1-K1-C2 

BLASTX 

gl076534 

294 

l.Oe-26 

102 

59 

monodehydroascorbate reductase (NADH) (EC 1.6.5.4) - garden 
pea >gi_497120 (U06461) monodehydroascorbate reductase 
[Pisum sativum] 

295833 

LIB3079-008-Q1-K1-C5 

BLASTX 

gl491710 

192 

l.Oe-14 

65 

54 

(X96506) alpha subunit; forms heterodimer with NC2 
alpha/Drl [Homo sapiens] 

295834 

LIB3079-008-Q1-K1-D8 

BLASTN 

g311238 

50 

3.0e-19 

94 

88 

Z.mays catl gene for catalase 
295835 

LIB3079-008-Q1-K1-E2 

BLASTX 

g2760325 

237 

6.0e-20 

70 

70 
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NCBI Description (AC002130) F1N21.10 [Arabidopsis thaliana] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295836 

LIB307 9-008-Q1-K1-E5 

BLASTX 

gl6073 

159 

8,0e-ll 

35 
94 

(X59526) zein protein [Acetabularia mediterranea] 
295837 

LIB3079-008-Q1-K1-E8 

BLASTX 

g2501492 

142 

8.0e-09 

89 
36 

FLAVONOL 3-0-GLUCOSYLTRANSFERASE 2 (UDP-GLUCOSE FLAVONOID 

3-0-GLUCOSYLTRANSFERASE 2) >gi_542018_pir 34 195 4 

UTP-glucose glucosyltransf erase - cassava (fragment) 
>gi_453255_einb_CAA54611_ {X77461) UTP-glucose 
glucosyltransferase [Manihot esculenta] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



295838 

LIB3079-008-Q1-K1-G1 

BLASTN 

g312180 

67 

2.0e-29 

71 

99 



NCBI Description Z.mays GapC4 gene 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295839 

LIB3079-008-Q1-K1-G11 

BLASTX 

gl41597 

206 

3.0e-16 

114 

44 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi~22545_emb_CAA24728_ {V01481) reading frame zein [2] 
[Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



295840 

LIB3079-008-Q1-K1-G2 

BLASTX 

g2842494 

286 

l.Oe-25 

60 

88 
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NCBI Description (AL021749) prohibitin-like protein [Arabidopsis thaliana] 
>gi_4097688 (U66591) prohibitin 1 [Arabidopsis thaliana] 
>gi_4097694 (U66594) prohibitin 1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295841 

LIB3079-008-Q1-K1-G5 

BLASTX 

g3858935 

354 

l.Oe-33 

108 

63 

(AL021636) synaptobrevin-like protein [Arabidopsis 
thaliana] >gi_4103357 (AF025332) vesicle-associated 
membrane protein 7C; synaptobrevin 7C [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295842 

LIB3079-008-Q1-K1-G7 

BLASTX 

g3236240 

242 

4.0e-30 

96 

68 

(AC004684) unknown protein [Arabidopsis thaliana! 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295843 

LIB3079-009-Q1-K1-C5 

BLASTX 

g3309082 

158 

l.Oe-10 

59 
54 

(AF076251) 
thaliana] 



calcineurin B-like protein 1 [Arabidopsis 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295844 

LIB3079-009-Q1-K1-F3 

BLASTN 

g3452306 

99 

2.0e-48 

127 

94 

Zea mays retrotransposon Opie-3 5' 



295845 

LIB3079-009-Q1-K1-G8 

BLASTX 

g3193290 

205 

2.0e-16 

80 

49 

(AF069298) contains ; 



LTR, partial sequence 



iimilarity to a protein kinase domain 
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(Pfam: pkinase .hmm, score: 165.48), to legume lectins beta 
domain (Pfam: lectin_legB.hmm, score: 125.64) and legume 
lectins alpha domain (Pfam: lectin_legA,hmm, score: 16.72) 
[Arabido 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295846 

LIB3079-010-Q1-K1-A11 

BLASTN 

g2811133 

161 

2.0e-85 

353 

86 

Zea mays starch synthase isoform zSTSII-1 (zSSIIa) mRNA, 
partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295847 

LIB3079-010-Q1-K1-A3 

BLASTX 

g3355483 

253 

9,0e-22 

62 

68 

{AC004218) gibberellin-regulated protein (GASA5)-like 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295848 

LIB3079-010-Q1-K1-A8 

BLASTN 

g596022 

106 

l.Oe-52 

114 

98 

Zea mays glucose-6 phosphate isomerase 
complete cds 



(phil) mRNA, 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295849 

LIB3079-010-Q1-K1-D7 

BLASTX 

g2245124 

200 

2.0e-15 

82 
55 

(Z97343) protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295850 

LIB3079-010-Q1-K1-G4 

BLASTX 

g3176726 

315 

4.0e-29 

101 

56 

(AC002392) putative serine proteinase [Arabidopsis 
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thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295851 

LIB3079-011-Q1-K1-B6 

BLASTX 

gl346281 

196 

4.0e-15 

74 

50 

CHITOOLIGOSACCHARIDOLYTIC BETA-N-ACETYLGLUCOSAMINIDASE 
PRECURSOR (BETA-GLCNACASE) (BETA- HEXOSAMINIDASE) 

( BETA-N-ACETYLHEXOSAMINI DASE ) >gi_l 07 8 98 8_pir JC2 539 

beta-N-acetylglucosaminidase (EC 3.2.1.-) - silkworm 
>gi__998377_bbs_165703 (S77548) chitooligosaccharidolytic 
beta-N-acetylglucosaminidase, beta-GlcNAcase==beta 1 enzyme 

[Bombyx mori=silkworms, larvae, Kinshu X Shouwa, Peptide, 

596 aa] [Borabyx mori] >gi_1094927_prf 2107188A 

chitooligosaccharidolytic beta-N-acetylglucosaminidase 

[Bombyx mori] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2 95852 

LIB3079-011-Q1-K1-H2 

BLASTX 

g4249386 

178 

6,0e-13 

115 

43 

(AC005966) Strong similarity to gb_AF061286 gamma-adaptin 1 
from Arabidopsis thaliana. EST gb_H37393 comes from this 
gene. [Arabidopsis thaliana] 



Seq. No, 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295853 

LIB3079-012-Q1-K1-A12 

BLASTX 

gl41605 

225 

7.0e-22 

89 

70 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312__pir ZIZM92 19K zein precursor (clone cZ19C2) ■ 

maize >gi_168680 {M12145) 19 kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295854 

LIB3079-012-Q1-K1-C10 

BLASTN 

g531828 

43 

2.0e-15 

75 
89 

Cloning vector pSportl, complete cds 



Seq. No. 
Seq. ID 



295855 

LIB3079-012-Q1-K1-F9 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2511531 

370 

l.Oe-35 

94 

82 

{AF008120) alpha tubulin 1 [Eleusine 
>gi_3163944_einb_CAA06618_ (AJ005598) 
[Eleusine indica] 



indica] 

aipha-tubulin 1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



295856 

LIB3079-012-Q1-K1-H7 

BLASTX 

g531829 

157 

l.Oe-10 
53 
60 

(U12390) 
pSportl] 



beta-galactosidase alpha peptide [cloning vector 



295857 

LIB3079-013-Q1-K1-C11 

BLASTX 

g2541876 

245 

7.0e-21 

113 

43 

(D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 

295858 

LIB307 9-013-Q1-K1-C9 

BLASTX 

g3021268 

302 

2.0e-27 

130 

50 

(AL022347) putative protein [Arabidopsis thaliana] 
295859 

LIB307 9-013-Q1-K1-D12 

BLASTX 

g3158372 

207 

6.0e-17 

60 

73 

{AF035383) polyubiquitin [Arabidopsis thaliana] 
295860 

LIB3079-013-Q1-K1-F10 

BLASTX 

g598073 

193 
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E value 9.0e-15 

Match length 65 

% identity 57 

NCBI Description (L36806) GT-1 [Arabidopsis thaliana] 

Seq. No. 295861 

Seq. ID LIB3079-013-Q1-K1-H10 

Method BLASTX 

NCBI GI gl041815 

BLAST score 172 

E value 3.0e-12 

Match length 87 

% identity 43 

NCBI Description (U16721) lipid transfer protein [Oryza sativa] 

Seq. No. 295862 

Seq. ID LIB3079-014-Q1-K1-A6 

Method BLASTX 

NCBI GI g4582787 

BLAST score 165 

E value 2.0e-ll 

Match length 115 

% identity 37 

NCBI Description (AJ012281) adenosine kinase [Zea mays] 
295863 

LIB3079-014-Q1-K1-F10 
BLASTX 
g629861 
482 

9.0e-49 
125 
86 

zein Zdl, 19K - maize >gi_535020__emb_CAA47639_ (X67203) 
zein Zdl {19 kDa zein) [Zea mays] 

Seq. No. 295864 

Seq. ID LIB3079-014-Q1-K1-F11 

Method BLASTX 

NCBI GI g22166 

BLAST score 213 

E value 3.0e-17 

Match length 43 

% identity 98 

NCBI Description (X15711) adenine nucleotide translocator [Zea mays] 

Seq. No. 295865 

Seq. ID LIB3079-015-Q1-K1-A10 

Method BLASTX 

NCBI GI g563235 

BLAST score 455 

E value 9.0e-51 

Match length 141 

% identity 78 . , 

NCBI Description (U15964) xyloglucan endo-transglycosylase homolog; simr 
to Triticum aestivum endo-xyloglucan transferase, PIR 
Accession Number E49539 [Zea mays] >gi_563927 (U15781) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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xyloglucan endo-transglycosylase homolog [Zea mays] 

>gi_1097378_prf 2113418A xyloglucan endotransglycosylase 

homolog [Zea mays] 

Seq. No. 295866 

Seq, ID LIB3079-015-Q1-K1-C1 

Method BLASTX 

NCBI GI g4101473 

BLAST score 143 

E value 7,0e-09 

Match length 39 

% identity 72 

NCBI Description (AF003382) KEAl [Arabidopsis thaliana] 

Seq. No. 295867 

Seq. ID LIB3079-015-Q1-K1-D7 

Method BLASTX 

NCBI GI gll73104 

BLAST score 376 

E value 3.0e-36 

Match length 133 

% identity 52 

NCBI Description RIBONUCLEASE 2 PRECURSOR >gi_289210 (M98336) ribonuclease 

[Arabidopsis thaliana] >gi_2642160 (AC003000) ribonuclease, 
RNS2 [Arabidopsis thaliana] 

295868 

LIB3079-015-Q1-K1-G9 
BLASTX 
gl946355 
555 

4.0e-57 
141 
71 

(U93215) maize transposon MuDR mudrA protein isolog 
[Arabidopsis thaliana] >gi_2880040 (AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 



Seq. No. 295869 

Seq. ID LIB3079-015-Q1-K1-H10 

Method BLASTN 

NCBI GI g2062705 

BLAST score 36 

E value l.Oe-10 

Match length 40 

% identity 97 

NCBI Description Hioman butyrophilin (BTF5) mRNA, complete cds 

Seq. No. 295870 

Seq. ID LIB3079-Q16-Q1-K1-A12 

Method BLASTX 

NCBI GI gl362086 

BLAST score 271 

E value 4.0e-24 

Match length 84 

% identity 68 

NCBI Description 5-methyltetrahydropteroyltriglutamate — homocysteine 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi__2129919_pir S65957 

5-methyltetrahydropteroyltrigiutamate — homocysteine 
S-methyltransf erase {EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_einb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295871 

LIB3079-016-Q1-K1-A7 

BLASTX 

g2494120 

313 

8.0e-29 

133 

47 

(AC00237 6) Similar to Synechocystis integral membrane 
protein {gb_D64002) . [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295872 

LIB3079-016-Q1-K1-B6 

BLASTN 

g4416300 

151 

2.0e-79 

321 

46 

Zea mays chromosome 4 



22 kDa zein-associated intercluster 



region, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295873 

LIB3079-016-Q1-K1-C4 

BLASTX 

g417154 

215 

2.0e-17 

83 

54 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
{HSP82) [Oryza sativa] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295874 

LIB3079-016-Q1-K1-E6 

BLASTX 

g520544 

258 

l.Oe-22 

71 
76 

{U12195) betaine aldehyde dehydrogenase [Sorghum bicolor] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



295875 

LIB3079-016-Q1-K1-F1 

BLASTX 

gl076678 

325 
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E value 


4, Oe-30 


Match length 


65 


% identity 


100 


NCBI Description 


ubiquitrn / ribosoitial protein bz /a - poraro ^rragmem:; 


Seq, No. 


295876 


Seq. ID 


LIB3079-016-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


gl34598 


BLAST score 


275 


E value 


3.0e-24 


Match length 


78 


% identity 


73 


NCBI Description 


SUPEROXIDE DISMUTASE-4AP (CU-ZN) 


Seq. No. 


295877 


Seq. ID 


LIB3079-016-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


gl619602 


BLAST score 


298 


E value 


4 .Oe-27 


Match length 


124 


% identity 


48 


NCBI Description 


{Y08726) MtN3 [Medicago truncatula] 


Seq. No. 


295878 


Seq. ID 


LIB307 9-016-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


gl076390 


BLAST score 


228 


E value 


7 .Oe-19 


Match length 


130 


% identity 


43 


NCBI Description 


protein phosphatase 2A pDF2 - Arabidopsis thaliana 




>gi 683504_emb_CAA57529_ {X82003) protein phosphatase 




kDa regulatory subunit [Arabidopsis thaliana] 


Seq. No. 


295879 


Seq, ID 


LIB307 9-017-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g4503523 


BLAST score 


145 


E value 


2.0e-09 


Match length 


51 



% identity 

NCBI Description 



57 

UNKNOWN >gi_2351378 (U54558) translation initiation factor 
eIF3 p66 subunit [Homo sapiens] >gi_4200328__emb_CAA18440_ 
(AL022313) EIF3-P66 [Homo sapiens] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



295880 

LIB3079-017-Q1-K1-B4 

BLASTX 

g3334259 

210 

3.0e-17 

56 

70 
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NCBI Description 


WD-40 REPEAT PROTEIN MSI4 >gi_2599092 (AF028711) WD- 




repeat protein MSI4 [Arabidopsis thaliana] 


Seq. No. 


295881 


Seq. ID 


LIB307 9-017-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g4587584 


BLAST score 


219 


E value 


3.0e-18 


Match length 


68 


% '"identity 


62 


NCBI Description 


(AC007232) unknown protein [Arabidopsis thaliana] 


Seq. No. 


295882 


Seq. ID 


LIB3079-017-Q1-K1-D5 


Method 


BLASTN 


NCBI GI 


gl68694 


BLAST score 


62 


E value 


l,0e-26 


Match length 


154 


% identity 


86 


NCBI Description 


Maize gamma zein itiRNA^ partial cds 


Seq, No. 


295883 


Seq. ID 


LIB3079-017-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


al632831 


BLAST score 


158 


E value 


5.0e-ll 


Match length 


64 


% identity 


55 


NCBI Description 


(Z49698) orf [Ricinus communis] 


Seq. No. 


295884 


Seq. ID 


LIB3079-017-Q1-K1-E7 


Method 


BLASTN 


NCBI GI 


g799029 


BLAST score 


180 


E value 


9.0e-97 


Match length 


215 


% identity 


97 


NCBI Description 


2. mays BETl mRNA 


Seq. No. 


295885 


Seq. ID 


LIB307 9-017-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g3334112 


BLAST score 


253 


E value 


5.0e-22 


Match length 


66 


% identity 


76 


NCBI Description 


ACYL-COA-BINDING PROTEIN (ACBP) >gi_1938236_emb_CAA7 




(Y08996) acyl-CoA-binding protein [Ricinus communis] 


Seq. No. 


295886 


Seq. ID 


LIB3079-017-Q1-K1-G3 


Method 


BLASTX 
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NCBI GI g2696804 

BLAST score 186 

E value 2.0e-14 

Match length 74 

% identity 61 

NCBI Description (AB009665) water channel protein [Oryza sativa] 

Seq. No. 295887 

Seq. ID LIB3079-017-Q1-K1-H9 

Method BLASTN 

NCBI GI g3821780 

BLAST score 36 

E value 9.0e-ll 

Match length 36 

% identity 100 

NCBI Description Xenopus laevis cDNA clone 27A6-1 

Seq. No. 295888 

Seq. ID LIB3079-018-Q1-K1-B11 

Method BLASTX 

NCBI GI g3551247 

BLAST score 240 

E value 3.0e-20 

Match length 62 

% identity 74 

NCBI Description {AB012703) 181 [Daucus carota] 

Seq. No. 295889 

Seq. ID LIB3079-018-Q1-K1-C9 

Method BLASTX 

NCBI GI g2245012 

BLAST score 207 

E value 2.0e-16 

Match length 125 

% identity 41 , 
NCBI Description {Z97341) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 295890 

Seq. ID LIB3079-018-Q1-K1-G5 

Method BLASTX 

NCBI GI g2944389 

BLAST score 149 

E value 2.0e-09 

Match length 93 

% identity 42 

NCBI Description (AF04 9106) actin 4 [Glycine max] 

Seq. No. 295891 

Seq. ID LIB3079-019-Q1-K1-B3 

Method BLASTN 

NCBI GI g3821780 

BLAST score 36 

E value l.Oe-10 

Match length 36 

% identity 100 

NCBI Description Xenopus laevis cDNA clone 27A6-1 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



295892 

LIB3079-019-Q1-K1-F5 

BLASTN 

g3452305 

106 

2.0e-52 

186 
90 

Zea mays retrotransposon Opie-3 3' LTR, partial sequence 
295893 

LIB3079-019-Q1-K1-H7 

BLASTN 

g22144 

82 

3.0e-38 

230 

84 

Maize anaerobically regulated gene for fructose 
bisphosphate aldolase (EC 4.1.2.13) 

295894 

LIB3079-020-Q1-K1-C10 

BLASTX 

gl419370 

3oa 

2';0e-28 

96 

69 

(X97726) actin depolymerizing factor [Zea mays] 
295895 

LIB3079-020-Q1-K1-C11 

BLASTN 

g454880 

53 

7.0e-21 

231 

85 

Rice mRNA for WSI724 protein induced by water stress, 
complete cds 

295896 

LIB3079-020-Q1-K1-C12 

BLASTN 

g2913892 

79 

2.0e-36 

236 

87 

Oryza sativa mRNA for LIP5, complete cds 
295897 

LIB3079-020-Q1-K1-E1 

BLASTX 

g3176874 

260 
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E value 
Match length 
% identity 
NCBI Description 



l.Oe-22 

80 

59 

(AF065639) cucumi sin- like serine protease [Arabidopsis 
thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295898 

LIB3079-020-Q1-K1-E10 

BLASTX 

g3927831 

173 

2.0e-12 

103 

39 

(AC005727) similar to mouse ankyrin 3 [Arabidopsis 
thaliana] 



Seq. No. 


295899 


Seq. ID 


LIB3079-021-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g4587557 


BLAST score 


158 


E value 


l.Oe-10 


Match length 


58 


% identity 


62 


NCBI Description 


(AC006577) Similar to gb I 




factor TFIID 31KD subunit 




[Arabidopsis thaliana] 


Seq. No. 


295900 


Seq. ID 


LIB3079-021-Q1-K1-A5 


Method 


BLASTN 


NCBI GI 


g22524 


BLAST score 


71 


E value 


8.0e-32 


Match length 


135 


% identity 


88 


NCBI Description 


Zea mays mRNA encoding a 


Seq. No, 


295901 


Seq. ID 


LIB3079-021-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


gll72557 


BLAST score 


182 


E value 


l.Oe-14 


Match length 


97 


% identity 


54 


NCBI Description 


OUTER PLASTIDIAL MEMBRANE 



{TAFII32) from Homo sapiens. 



zein (clone ZG31A) 



ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 

>gi_422030_pir S34146 porin porl - maize 

>gi_626044_pir ^A55017 porin, plastid - maize 

>gi 313136_emb_CAA51828_ (X73429) porin [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



295902 

LIB3079-021-Q1-K1-E7 

BLASTN 

g3319775 
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BLAST score 


47 


E value 


3.0e-17 


Match length 


111 


% identity 


86 


NCBI Description 


Zea mays mRNA ror cyroso-Lic sery± ^yxiniti Lciac 


Seq. No. 


295903 


Seq. ID 


LiBou /y-uzi-yi-i\i-bo 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


164 


E value 


2.0e-ll 


Match length 


70 


% identity 


56 


NCBI Description 


(X595zo) zein prorem LiiceuaDUxana iueuiut;j-j.ciiiectj 


Seq. No. 


295904 


Seq, ID 


LIB3U7 9-UZl-Qi-Kl-tto 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


l.Oe-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevxs cDNA clone Z /Ab-i 


Seq. No. 


295905 


Seq. ID 


LIB3079-021-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g72896 


BLAST score 


149 


E value 


l.Oe-09 


Match length 


86 


% identity 


35 


NCBI Description 


transcription factor IIIA - African clawed frog >gi 


(K02938) 5S RNA gene transcription factor (putative 




putative [Xenopus laevis] 


Seq. No. 


295906 


Seq. ID 


LIB3079-022-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g4585976 


BLAST score 


146 


E value 


2.0e-09 


Match length 


93 


% identity 


44 


NCBI Description 


{AC005287) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


295907 


Seq. ID 


LIBJ07 9-UZZ-Qi-l\l-D4 


Method 


BLASTX 


NCBI GI 


g4006848 


BLAST score 


207 


E value 


2.0e-16 


Match length 


76 



% identity 53 

NCBI Description (AJ131433) selenocysteine methyltransf erase [Astragalus 



41419 



bisulcatus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E , value 

Match length 

% identity 

NCBI Description 



295908 

LIB3079-022-Q1-K1-D8 

BLASTX 

g567893 

168 

8.0e-12 

97 

40 

(L37382) beta-galactosidase-complementation protein 
[Cloning vector] 

295909 

LIB3079-022-Q1-K1-G3 

BLASTX 

g461498 

237 

2.0e-20 

61 

75 

ALANINE AMINOTRANSFERASE 2 (GPT) (GLUTAMIC— PYRUVIC 
TRANSAMINASE 2) (GLUTAMIC— ALANINE TRANSAMINASE 2) 

{ALAAT-2) >gi 320619_pir S28429 alanine transaminase (EC 

2.6.1.2) - proso millet >gi_296204_emb_CAA4 9199_ (X69421) 
alanine aminotransferase [Panicum miliaceum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



295910 

LIB3079-023-Q1-K1-A6 

BLASTX 

g3510249 

209 

6,0e-25 

123 

46 

(AC005310) unknown protein [Arabidopsis thaliana] 
295911 

LIB3079-023-Q1-K1-B1 

BLASTX 

g3449282 

179 

4.0e-13 

76 

51 

(AB006139) phosphoribosylformimino-5-aminoimidazole 
carboxamide ribotide isomerase [Arabidopsis thaliana] 
>gi_3449284_dbj_BAA32457_ (AB008929) 
N ' -5 ' -phosphoribosyl-f ormimino-5-aminoimidazole- 
4-carboxamide ribonucleotide isomerase [Arabidopsis 
thaliana] >gi_4510353_gb_AAD21442 . 1_ (AC006921) 
phosphoribosylformimino-5-aminoimidazole carboxamide 
ribotide isomerase [Arabidopsis thaliana] 

295912 

LIB3079-023-Q1-K1-E4 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g3821780 
36 

9.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
295913 

LIB3079-023-Q1-K1-E5 

BLASTN 

g662367 

53 

3.0e-21 

125 

86 

Zea mays farnesyl pyrophosphate synthetase (fps) inRNA, 
complete cds 

295914 

LIB3079-023-Q1-K1-E9 

BLASTX 

g4582787 

246 

4.0e-21 

75 

69 

{AJ012281) adenosine kinase [Zea mays] 
295915 

LIB3079-023-Q1-K1-H5 

BLASTX 

g3912998 

165 

2.0e-ll 

122 
36 

FLORAL HOMEOTIC PROTEIN AGL8 >gi_2129536_pir S71208 AGL8 

protein - Arabidopsis thaliana >gi_1004365 (U33473) AGL8 
[Arabidopsis thaliana] 

295916 

LIB3079-G23-Q1-K1-H7 

BLASTN 

g3851004 

135 

7.0e-70 

343 

85 

Zea mays pyruvate dehydrogenase El alpha subunit RNA, 
nuclear gene encoding mitochondrial protein, complete cds 

295917 

LIB3079-024-Q1-K1-A1 

BLASTN 

g829147 

99 

9.0e-49 
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Match length 115 

% identity 97 

NCBI Description Z.mays gene for cyclophilin 

Seq. No. 295918 

Seq. ID LIB3079-024-Q1-K1-C2 

Method BLASTX 

NCBI GI gl41600 

BLAST score 159 

E value 8.0e-ll 

Match length 86 

% identity 45 

NCBI Description ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19B1) 

>gi_72315_j)ir ZIZMBl 19K zein precursor (clone cZ19Bl) - 

maize >gi_168674 {M12143) 19 kDa zein protein [Zea mays] 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295919 

LIB3079-024-Q1-K1-C8 

BLASTX 

g567893 

181 

2.0e-13 

83 
46 

(L37382) beta-galactosidase-complementation protein 
[Cloning vector] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295920 

LIB307 9-024-Q1-K1-G8 

BLASTX 

g2961178 

428 

3,0e-42 

125 

69 

(AF050675) GTP-binding protein [Oryza sativa] 
295921 

LIB3079-024-Q1-K1-H7 

BLASTX 

g3806098 

337 

2.0e-31 

98 

61 

(AF079100) arginine-tRNA-protein transferase 1; Atelp 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295922 

LIB3079-025-Q1-K1-B11 

BLASTX 

gl41603 

244 

2.0e-41 

131 

75 

ZEIN-ALPHA PRECURSOR (19 KD) 



(CLONE A20) 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_72311_pir ZIZM2 19K zein precursor (clone A20) 

>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 

295923 

LIB3079-025-Q1-K1-F4 

BLASTX 

gl41617 

203 

6.0e-16 
36 
100 

ZEIN-BETA PRECURSOR (ZEIN 2) 

>gi_100941_pir S12140 zein 

>gi_100945_pir B29017 zein 

>gi_22515_emb_CAA37595_ {X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



maize 



(16 KD) (ZEIN ZCl) 
Zcl - maize 
2 - maize 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295924 

LIB3079-025-Q1-K1-H3 

BLASTX 

gl076668 

207 

7.0e-17 

64 

66 

NADH dehydrogenase (EC 1.6.99.3) 
>gi_639834_emb__CAA58823_ (X83999) 
[Solanum tuberosum] 



- potato 

NADH dehydrogenase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295925 

LIB3079-025-Q1-K1-H5 

BLASTN 

gl037129 

210 

l.Oe-114 

425 

88 

(gamma-zeinA)==opaque2 modifier {5* region} [Zea mays=maize, 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



295926 

LIB3079-026-Q1-K1-B3 

BLASTX 

g4028155 

253 

9.0e-22 

112 

44 

{AF083221) YDR140W homolog 
295927 

LIB3079-026-Q1-K1-C12 

BLASTX 

g2660669 

275 

2.0e-24 
86 



[Fugu rubripes] 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



57 

(AC002342) human Mi-2 autoantigen-like protein [Arabidopsis 
thaliana] 

295928 

LIB3079-026-Q1-K1-E2 

BLASTN 

gl037129 

180 

l.Oe-96 

340 

88 

(gainma-zeinA)=opaque2 modifier {5' region} [Zea mays=mai.ze, 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 

295929 

LIB3079-026-Q1-K1-G2 

BLASTX 

g3914467 

579 

5.0e-60 
132 
8 6 

26S PROTEASOME REGULATORY SUBUNIT S3 (NUCLEAR ANTIGEN 21D7) 
>gi_1864003_dbj_BAA19252_ (AB001422) 21D7 [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295930 

LIB307 9-027-Q1-K1-D2 

BLASTX 

gll69782 

142 

6.0e-09 

45 

60 

FUSCA PROTEIN FUS6 >gi_ 
thaliana] 



432446 (L26498) FUS6 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295931 

LIB307 9-027-Q1-K1-F8 

BLASTX 

g4454452 

465 

3.0e-48 

119 

83 

{AC006234) unknown protein [Arabidopsis thaliana] 
295932 

LIB307 9-028-Q1-K1-A8 

BLASTX 

g2498329 

210 

6.0e-17 

95 

47 

PATTERN FORMATION PROTEIN EMB30 >gi_212 9665_pir ^565571 
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pattern-formation protein GNOM - Arabidopsis thaliana 
>gi 1209633 (U36433) GNOM gene product [Arabidopsis 
thaliana] >gi_1335997 (U56140) similar to the Saccharomyces 
cerevisiae Sec7 protein, GenBank Accession Number J03918 
[Arabidopsis thaliana] >gi_1335999 (U56141) similar to the 
Saccharomyces cerevisiae Sec7 protein, GenBank Accession 
Number J03918 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295933 

LIB3079-028-Q1-K1-C7 

BLASTX 

g3522956 

376 

3.0e-36 

118 

59 

(AC004411) putative pectinacetylesterase precursor 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295934 

LIB3079-028-Q1-K1-H3 

BLASTX 

g4115563 

207 

2.0e-16 

115 

39 

(AB013598 ) UDP-glucose : anthocyanin 5-0-glucosyltransf erase 
[Verbena x hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295935 

LIB3079-029-Q1-K1-A1 

BLASTX 

gl41608 

198 

8.0e-17 

104 

48 

ZEIN-ALPHA PRECURSOR (19 KD) (PMSl) >gi_100943_j)ir S15655 

zein, 19K - maize >gi_2244 6_emb_CAA37 651_ (X53582) 19 kDa 
zein [Zea mays] 



Seq. No. 295936 

Seq. ID LIB3079-029-Q1-K1-C5 

Method BLASTX 

NCBI GI g3004950 

BLAST score 305 

E value 5.0e-28 

Match length 92 

% identity 64 

NCBI Description (AF037061) tonoplast intrinsic protein; ZmTIPl [Zea mays 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



295937 

LIB3079-029-Q1-K1-D10 

BLASTN 

g799029 

34 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-10 

226 ^ . 

7 9 

Z.mays BETl mRNA 
295938 

LIB3079-029-Q1-K1-D5 

BLASTN 

g531031 

40 

3.0e-13 

56 

93 

Pennisetum ciliare apomixis-associated mRNA 
>gi_531481_emb_Z36544_PCAPOSPAl P. ciliare (Higgins) 
apospory associated mRNA, 1398bp 

>gi_549983_gb_U13148_PCU13148 Pennisetum ciliare possible 
apoipory-associated mRNA clone pSUB C, complete cds 

295939 

LIB3079-029-Q1-K1-D7 

BLASTX 

g3242753 

167 

l.Oe-11 

113 

29 

(AC005162) probable carboxypeptidase precursor; 64% similar 
to P42660 (PID:gl718107) [Homo sapiens] 

295940 

LIB3079-029-Q1-K1-D9 

BLASTX 

gl845197 

187 

2.0e-16 

79 . 
66 

(Y08298) HMGc2 [Zea mays] 
295941 

LIB3079-029-Q1-K1-F12 

BLASTX 

gl848225 

188 

3.0e-14 
64 
53 

(U88090) 
vulgare] 



nonspecific lipid transfer protein [Hordeum 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



295942 

LIB3079-029-Q1-K1-H1 

BLASTN 

gl657766 

68 

6.0e-30 
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Match length 

% identity 

NCBI Description 



195 
42 

Zea mays retrotransposon Opie-2 5' LTR, primer binding 
site, gag gene, pol gene, complete cds, polypurine tract 
and 3' LTR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295943 

LIB3079-029-Q1-K1-H6 

BLASTX 

gll74783 

247 

4.0e-21 

74 

66 

TRYPTOPHAN SYNTHASE ALPHA CHAIN PRECURSOR 

>gi_1362207_pir S56665 tryptophan synthase (EC 4,2.1, 

alpha chain - maize >gi_440171_emb_CAA54131_ (X76713) 
tryptophan synthase, alpha subunit [Zea mays] 



20) 



Seq. No. 


295944 


Seq. ID 


LIB3079-030-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g2239179 


BLAST score 


209 


E value 


l.Oe-16 


Match length 


61 


% identity 


62 


NCBI Description 


(Z97208) hypothetical 


Seq. No. 


295945 


Seq. ID 


LIB3079-030-Q1-K1-B3 


Method 


BLASTN 


NCBI GI 


g4416300 


BLAST score 


127 


E value 


3.0e-65 


Match length 


262 


% identity 


87 


NCBI Description 


Zea mays chromosome 4 



[Schizosaccharomyces pombe] 



region, complete 



22 kDa 
sequence 



zein-associated intercluster 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



295946 

LIB3079-030-Q1-K1-B5 

BLASTX 

g417154 

325 

3.0e-30 

95 

72 

HEAT SHOCK PROTEIN 82 >gi__100 685_pir S25541 heat shock 

protein 82 - rice {strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 

295947 

LIB3079-030-Q1-K1-B6 

BLASTX 

g417154 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



325 

3.0e-30 

93 

75 

HEAT SHOCK PROTEIN 82 >gi_100685_j)ir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_einb_CAA77978_ (2;11920) heat shock protein 82 
(HSP82) [Oryza sativa] 



Seq, No. 


295948 


Seq. ID 


LIB3079-030-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g4455202 


BLAST score 


164 


E value 


l,Oe-ll 


Match length 


47 


% identity 


68 


NCBI Description 


(AL035440) putative APG protein [Arabidopsis 


Seq. No. 


295949 


Seq. ID 


LIB3079-030-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


gl41604 


BLAST score 


277 


E value 


7.0e-25 


Match length 


79 


% identity 


77 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C1) 



>gi_72310_pir 2IZM91 19K zein precursor (clone cZ19Cl) 

maize >gi 168678 {M12146) 19 kDa zein protein [Zea mays] 



Seq. No. 


295950 


Seq. ID 


LIB307 9-030-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl68703 


BLAST score 


155 


E value 


3.0e-10 


Match length 


56 


% identity 


61 


NCBI Description 


(M86591) 22 kDa zein protein 


Seq. No. 


295951 


Seq. ID 


LIB3079-030-Q1-K1-E6 


Method 


BLASTN 


NCBI GI 


g22524 


BLAST score 


51 


E value 


7,0e-20 


Match length 


139 


% identity 


84 


NCBI Description 


Zea mays mRNA encoding a zein 



(clone ZG31A) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



295952 

LIB3079-030-Q1-K1-F3 

BLASTX 

g417333 

151 

5.0e-10 



41428 



Match length 47 
% identity 60 
NCBI Description 



S28050 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



MYB-RELATED PROTEIN B (B-MYB) >gi_283 924_pir_ 
transforming protein (B-myb) - chicken 
>gi_63099_einb_CAA47839_ {X67505) B-myb [Gallus gallus] 

295953 

LIB3079-031-Q1-K1-B4 

BLASTX 

g3337350 

149 

8.0e-10 

94 

38 

(AC004481) putative permease [Arabidopsis thaliana] 
295954 

LIB3079-031-Q1-K1-C1 

BLASTX 

g531829 

148 

2.0e-09 

70 

44 

(U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 

295955 

LIB3Q79-031-Q1-K1-D7 

BLASTX 

g3273243 

168 

2.0e-21 

83 

69 

(ABQ04660) NLS receptor [Oryza sativa] 

>gi_3273245_dbj_BAA31166_ (AB004814) NLS receptor [Oryza 
sativa] 



Seq. No. 295956 

Seq. ID LIB3079-031-Q1-K1-D8 

Method BLASTX 

NCBI GI g576773 

BLAST score 176 

E value 3.0e-13 

Match length 63 

% identity 11 

NCBI Description (U16956) polyubiquitin [Filobasidiella neoformans 

Seq. No. 295957 

Seq. ID LIB3079-031-Q1-K1-F2 

Method BLASTX 

NCBI GI g2146741 

BLAST score 637 

E value 9.0e-67 

Match length 132 

% identity 87 



41429 



i 



t 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



isopentenyl-diphosphate Delta-isomerase (EC 5.3.3.2) - 
Arabidopsis thaliana >gi_1293565 (U49259) isopentenyl 
diphosphate :dimethylallyl diphosphate isomerase 
[Arabidopsis thaliana] 

295958 

LIB3079-031-Q1-K1-G5 

BLASTX 

g4309698 

199 

2.0e-15 

82 

50 

thaliana] 



putative glucosyltransf erase [Arabidopsis 



295959 

LIB3079-031-Q1-K1-H10 

BLASTX 

gl36063 

209 

5.0e-17 

89 

62 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_68426_pir ISZMT triose-phosphate isomerase (EC 

5.3.1.1) - maize >gi_168647 {L00371) triosephosphate 
isomerase 1 [Zea mays] >gi_217974_dbj_BAA00009_ (D00012) 
triosephosphate isomerase [2ea mays] 



Seq. No. 


295960 


Seq. ID 


LIB3079-032-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


gl835154 


BLAST score 


199 


E value 


3.0e-18 


Match length 


68 


% identity 


69 


NCBI Description 


(Y10267) glutamine synthetase [Medicago 


Seq. No. 


295961 


Seq. ID 


LIB3079-032-Q1-K1-C2 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


34 


E value 


l.Oe-09 


Match length 


34 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


295962 


Seq. ID 


LIB3079-032-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3249081 


BLAST score 


205 


E value 


3.0e-16 


Match length 


110 



41430 



% identity 

NCBI Description 



10 

{AC004473) Strong similarity to AR0GP2 gene gb_1762634 from 
Lycopersicon esculentum. [Arabidopsis thaliana] 



Seq. No. 


295963 


Seq. ID 


LIB3079-032-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g224509 


BLAST score 


339 


E value 


8.0e-32 


Match length 


120 


% identity 


63 


NCBI Description 


zein El 9 [Zea mays] 


Seq. No. 


295964 


Seq. ID 


LIB3079-032-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g3294467 


BLAST score 


183 


E value 


8.0e-24 


Match length 


80 


% identity 


78 


NCBI Description 


(U89341) phosphoglucomutase 


Seq. No. 


295965 


Seq. ID 


LIB3079-033-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 


356 


E value 


7.0e-34 


Match length 


78 


% identity 


88 


NCBI Description 


(AF034945) glycine-rich RNA 


Seq. No. 


295966 


Seq. ID 


LIB3079-033-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g3894214 


BLAST score 


248 


E value 


4.Ge-21 


Match length 


51 


% identity 


94 


NCBI Description 


{D83726) elongation factor 


>gi_3894216_dbj_BAA34599_ { 




2 [Oryza sativa] 



1 [Zea mays] 



1 beta 2 [Oryza sativa] 
D83727) elongation factor 1 



beta 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295967 

LIB3079-033-Q1-K1-F1 

BLASTN 

g22542 

91 

7.0e-44 

111 

95 

Maize gene for Mr 19000 alpha zein and 5 '-flanking region 



Seq. No. 



295968 



41431 



Seq. ID 


LIB3079-033-Q1-K1-F4 


Method 


BLASTN 






BLAST score 


165 


E value 


7.0e-88 


Match length 


229 


% identity 


14 


NCBI Description 


Zea mays 22-kDa alpha zein gene cluster^ 


Seq. No. 


295969 


Seq. ID 


LIB3079-033-Q1-K1-F5 


Method 


BLASTN 






BLAST score 


79 


E value 


9.0e-37 


Match length 


191 


% identity 


85 


NCBI Description 


Corn itiRNA for cysteine proteinase, clone 


Seq. No, 


295970 


Seq. ID 


LIB307 9-033-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g4185513 


BLAST score 


144 


E value 


1 . ue-uy 


Match length 


72 


% identity 


42 


NCBI Description 


(AF102823) actin depolymerizing factor 5 




thaliana] >gi_4185517 (AF102825) actin d( 




factor 5 [Arabidopsis thaliana] 


Seq. No. 


295971 


Seq. ID 


LIB3079-033-Q1-K1-G8 


Method 


BLASTX 


NLBl hi 


g4uy /D /y 


BLAST score 


208 


E value 


l.Oe-16 


Match length 


90 


% identity 


51 


NCBI Description 


(U64922) NTGPl [Nicotiana tabacum] 


Seq. No, 


295972 


Seq. ID 


LIB3079-033-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g44 D I\j3b 


BLAST score 


218 


E value 


9.0e-18 


Match length 


104 


% identity 


42 


NCBI Description 


(AL035538) putative protein [Arabidopsis 


Seq. No. 


295973 


Seq. ID 


LIB307 9-034-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g3779021 


BLAST score 


184 


E value 


l.Oe-13 



CCP, complete cds 



[Arabidopsis 



41432 



t 



Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq . No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 
43 

(AC005171) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



295974 

LIB3079-034-Q1-K1-B7 

BLASTX 

g3738297 

277 

2.0e-24 

138 

24 

(AC005309) unknown protein [Arabidopsis thaliana] 
295975 

LIB3079-034-Q1-K1-C2 

BLASTX 

gl076813 

494 

4.0e-50 

122 

83 

initiator-binding protein - maize 
295976 

LIB3079-034-Q1-K1-C6 

BLASTX 

g4105719 

348 

6.0e-33 

122 

62 

(AF050128) 
[Zea mays] 



cell wall invertase Incw2; beta-fructosidase 



295977 

LIB3079-035-Q1-K1-A12 

BLASTX 

gl619602 

158 

l.Oe-10 

72 
42 

(Y08726) MtNS [Medicago truncatula] 
295978 

LIB3079-035-Q1-K1-B9 

BLASTX 

g3510252 

282 

4.0e-25 

77 
68 

(AC005310) 
thaliana] 



putative RNA-binding protein [Arabidopsis 



41433 



t 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI- Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295979 

LIB3079-035-Q1-K1-D5 

BLASTX 

gl053059 

228 

6.0e-19 

98 

51 

(U38423) histone H3 [Triticum aestivum] 
295980 

LIB307 9-035-Q1-K1-F4 

BLASTN 

g3819386 

36 

8.0e-ll 

56 

91 

Hordeum vulgare genomic DNA fragment; clone MWG0872.rev 
295981 

LIB3079-035-Q1-K1-F9 

BLASTX 

g4507223 

450 

9.0e-45 

150 

61 

signal recognition particle receptor {'docking protein') 
>gi_1348 92_sp_P08240_SRPR_HUMAN SIGNAL RECOGNITION PARTICLE 
RECEPTOR ALPHA SUBUNIT (SR- ALPHA) (DOCKING PROTEIN ALPHA) 

(DP-ALPHA) >gi_88607_pir ^A29440 signal recognition 

particle receptor - human >gi_30866_emb_CAA29608_ (X06272) 
docking protein [Homo sapiens] 

295982 

LIB3079-035-Q1-K1-H4 

BLASTX 

gl332579 

192 

5.0e-15 

61 

9 

{X98063) polyubiquitin [Pinus sylvestris] 
295983 

LIB3079-035-Q1-K1-H6 

BLASTX 

g3789942 

311 

5.0e-29 

64 

20 

{AF093505) polyubiquitin [Saccharum hybrid cultivar 
H32-8560] 



Seq. No. 



295984 



41434 



Seq. ID LIB3079-036-Q1-K1-A2 

Method BLASTX 

NCBI GI g4115379 

BLAST score 265 

E value 4.0e-23 

Match length 88 

% identity 59 

NCBI Description (AC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 

Seq. No. 295985 

Seq. ID LIB3079-036-Q1-K1-B12 

Method BLASTX 

NCBI GI g730456 

BLAST score 285 

E value 2.0e-25 

Match length 113 

% identity 55 

NCBI Description 40S RIBOSOMAL PROTEIN S19 

Seq. No. 295986 

Seq. ID LIB3079-036-Q1-K1-C2 

Method BLASTN 

NCBI GI g22149 

BLAST score 70 

E value 4.0e-31 

Match length 226 

% identity 83 

NCBI Description Z.mays mRNA for alpha-tubulin 

Seq. No. 295987 

Seq. ID LIB3079-036-Q1-K1-D4 

Method BLASTX 

NCBI GI gl22022 

BLAST score 317 

E value 2.0e-29 

Match length 80 

% identity 84 

NCBI Description HISTONE H2B >gi_283025_pir_S22323 histone H2B - wheat 
>gi__21801_emb_CAA42530_ (X59873) histone H2B [Triticum 
aestiviom] 

295988 

LIB3079-036-Q1-K1-E11 
BLASTX 
g3913426 
178 

6.0e-13 
133 
40 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1532048_emb__CAA69074_ (Y07766) 
S-adenosylmethionine decarboxylase [Oryza sativa] 

Seq. No. 295989 

Seq. ID LIB3079-036-Q1-K1-F1 

Method BLASTN 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41435 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g22540 
100 

4.0e-49 

220 

87 

Maize mRNA for lOkDa zein 
295990 

LIB3079-036-Q1-K1-F10 

BLASTX 

gl644291 

374 

7.0e-36 

144 

53 

(Z73295) receptor-like protein kinase [Catharanthus roseusj 
295991 

LIB3079-036-Q1-K1-F2 

BLASTX 

g4406816 

204 

4.0e-17 

66 

77 

(AC006201) 60S ribosomal protein L2 [Arabidopsis thaliana] 
295992 

LIB3079-036-Q1-K1-F7 

BLASTX 

g82654 

207 

2.0e-16 

63 

68 

lOK zein precursor - maize >gi_22541_einb_CAA30409_ (X07535) 
lOkDa zein (AA 1 - 150) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295993 

LIB3079-036-Q1-K1-F9 

BLASTN 

g22455 

58 

7.0e-24 

82 
95 

Z.mays pollen specific mRNA C-terminal 



(clone 3A6) 



295994 

LIB3079-036-Q1-K1-G7 

BLASTX 

g2088652 

252 

l.Oe-21 

102 

48 

(AF002109) 26S proteasome regulatory subunit S12 isolog 



41436 



[Arabidopsis thaliana] >gi_2351376 (U54561) translation 
initiation factor eIF2 p47 subunit homolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295995 

LIB3079-037-Q1-K1-B1 

BLASTX 

gll2994 

383 

4.06-37 

80 
96 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 
>gi 82685 pir S04536 embryonic abundant protein, 
glycine-rlch - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi 226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295996 

LIB3079-037-Q1-K1-B8 

BLASTX 

g4115386 

211 

5.0e-17 

53 
81 

(AC005967) unknown protein [Arabidopsis thaliana] 
295997 

LIB3079-037-Q1-K1-B9 

BLASTX 

gll69228 

203 

7.0e-16 

55 
67 

RNA HELICASE-LIPCE PROTEIN DBIO >gi_1084413_pir S42639 

helicase-like protein - Wood tobacco 

>gi_563986_dbj_BAA03763_ (D16247) RNA helicase like protein 
DBIO [Nicotiana sylvestris] 



Seq. No. 295998 

Seq. ID LIB3079-037-Q1-K1-C2 

Method BLASTX 

NCBI GI g2244784 

BLAST score 178 

E value 4.0e-13 

Match length 112 

% identity 45 . , . . n 

NCBI Description (Z97335) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 295999 

Seq. ID LIB3079-037-Q1-K1-G4 

Method BLASTX 

NCBI GI g4490747 

BLAST score 276 



41437 



E value l.Oe-24 

Match length 87 

% identity 66 

NCBI Description (AL035708) DnaJ-like protein [Arabidopsis thaliana] 

Seq. No. 296000 

Seq. ID LIB3079-037-Q1-K1-H12 

Method BLASTX 

NCBI GI gl658313 

BLAST score 248 

E value l.Oe-21 

Match length 84 

% identity 27 

NCBI Description (Y08987) osr40g2 [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296001 

LIB3079-038-Q1-K1-A12 

BLASTX 

g4204313 

146 

3.0e-09 

58 

53 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296002 

LIB3079-038-Q1-K1-B11 

BLASTX 

g2252851 

187 

5.0e-14 

62 
56 

(AF013294) No definition line found [Arabidopsis thaliana] 
296003 

LIB3079-038-Q1-K1-C4 

BLASTX 

g4220523 

160 

6.0e-ll 

77 

47 

(AL035356) putative alliin lyase [Arabidopsis thaliana] 
296004 

LIB3079-038-Q1-K1-D5 

BLASTX 

gl35417 

154 

l.Oe-10 

34 

91 

TUBULIN ALPHA-3 CHAIN >gi_10094 6__pir JN0105 tubulin 

alpha-3 chain - maize >gi_22150_emb__CAA44861_ {X63176) 
Alpha-tubulin #3 [Zea mays] >gi_485377 (M60171) alpha-3 



41438 



tubulin [Zea mays] 





Seq. No. 


296005 




Seq. ID 


LIB3079-038-Q1-K1-E5 




Method 


BLASTN 




NCBI GI 


g531828 




BLAST score 


46 




E value 


5.0e-17 




Match length 


82 




% identity 


89 




NCBI Description 


Cloning vector pSportl, complete cds 




Seq. No. 


296006 




Seq. ID 


LIB3079-038-Q1-K1-E6 




Method 


BLASTX 




NCBI GI 


gll43864 




BLAST score 


316 




E value 


3.0e-29 




Match length 


73 




% identity 


81 


m 


NCBI Description 


(U28047) beta glucosidase [Oryza sativa] 




Seq. No. 


296007 




Seq. ID 


LIB3079-038-Q1-K1-E8 


fH 


Method 


BLASTX 




NCBI GI 


g22216 




BLAST score 


154 




E value 


2.0e-21 




Match length 


91 




% identity 


67 




NCBI Description 


(X55722) 22kD zein [Zea mays] 




Seq. No. 


296008 




Seq. ID 


LIB3079-038-Q1-K1-F8 


O 


Method 


BLASTX 




NCBI GI 


g2213882 




BLAST score 


221 




E value 


3.0e-18 




Match length 


84 




% identity 


55 




NCBI Description 


(AF004165) 2-isopropylmalate synthase [Lycopers: 






pennellii] 




Seq. No. 


296009 




Seq. ID 


LIB3079-038-Q1-K1-F9 




Method 


BLASTX 




NCBI GI 


g4191785 




BLAST score 


328 




E value 


2.0e-30 




Match length 


146 




% identity 


49 




NCBI Description 


(AC005917) putative hydrolase [Arabidopsis thai, 




Seq. No- 


296010 




Seq. ID 


LIB3079-038-Q1-K1-G1 




Method 


BLASTX 




NCBI GI 


g2894534 



41439 




BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



249 

7.0e-22 

65 

75 

(AJ224327) aquaporin [Oryza sativa] 
296011 

LIB3079-038-Q1-K1-H3 

BLASTX 

g4079800 

193 

8.0e-15 

94 
47 

(AF052503) S-phase-specif ic ribosomal protein [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296012 

LIB3079-039-Q1-K1-C4 

BLASTX 

gl929056 

169 

2.0e-12 

65 

57 

(Y1209G) putative 3, 4-dihydroxy-2-butanone kinase 
[Lycopersicon esculentum] 



Seq. No. 


296013 


Seq. ID 


LIB3079-039-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g224508 


BLAST score 


498 


E value 


2.0e-50 


Match length 


147 


% identity 


72 


NCBI Description 


zein A20 [Zea mays] 


Seq. No. 


296014 


Seq. ID 


LIB3079-039-Q1-K1-D12 


Method 


BLASTN 


NCBI GI 


g22528 


BLAST score 


41 


E value 


7.0e-14 


Match length 


185 


% identity 


81 


NCBI Description 


Zea mays mRNA encoding 


Seq. No. 


296015 


Seq. ID 


LIB3079-039-Q1-K1-D9 


Method 


BLASTN 


NCBI GI 


g3372517 


BLAST score 


34 


E value 


4.0e-10 


Match length 


70 


% identity 


87 


NCBI Description 


Zea mays invertase mRN 



a zein {clone A20) 



complete cds 



41440 



Seq. No. 




Seq. ID 


LIB3079-039-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g2829918 


BLAST score 


191 


E value 


l.Oe-14 


Match length 


88 


% identity 


53 


NCBI Description 


(AC002291) similar to "tub" protein gp U82^ 




[Arabidopsis thaliana] 


Seq. No. 


296017 


Seq. ID 


LIB307 9-039-Q1-K1-F9 


Method 


BLASTN 


NCBI GI 


gl8058 


BLAST score 


68 


E value 


5.0e-30 


Match length 


144 


% identity 


87 


NCBI Description 


Citrus limon cistron for 26S ribosomal RNA 


Seq. No. 


296018 


Seq. ID 


LIB3079-039-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


205 


E value 


l.Oe-16 


Match length 


58 


% identity 


7 


NCBI Description 


{X98063) polyubiquitin [Pinus sylvestris] 


Seq. No. 


296019 


Seq. ID 


LIB3079-039-Q1-K1-H5 


Method 


BLASTN 


NCBI GI 


g625147 


BLAST score 


52 


E value 


l.Oe-20 


Match length 


100 


% identity 


89 


NCBI Description 


Zea mays protein disulfide isomerase (pdi) 




cds 


Seq. No. 


296020 


Seq. ID 


LIB307 9-040-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g3747111 


BLAST score 


147 


E value 


l.Oe-09 


Match length 


54 


-6 Identity 


52 


NCBI Description 


(AF095641) MTN3 homolog [Arabidopsis thalic 


Seq, No. 


296021 


Seq. ID 


LIB3079-040-Q1-K1-E11 


Method 


BLASTN 


NCBI GI 


g531828 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42 

l.Oe-14 

82 
88 

Cloning vector pSportl, complete cds 
296022 

LIB3079-040-Q1-K1-FS 
BLASTX - 
g4544454 
270 

6.0e-24 

99 

58 

{AC006592) putative DNAJ protein [Arabidopsis thaliana] 
296023 

LIB3079-040-Q1-K1-H3 

BLASTX 

g3913427 

276 

l.Oe-24 

103 

60 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1532073_emb_CAA69075_ (Y07767) 
S-adenosylmethionine decarboxylase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296024 

LIB3079-041-Q1-K1-C10 

BLASTN 

g22516 

124 

2.0e-63 

124 

100 

Maize Zc2 gene for zein Zc2 



(28 kD glutelin-2) 



296025 

LIB3079-041-Q1-K1-C3 

BLASTX 

gl22106 

370 

2.0e-35 

98 

80 

HISTONE H4 >gi_70771_pir HSZM4 histone H4 - maize 

>gi_81642_pir S06904 histone H4 - Arabidopsis thaliana 

>gi_2119028_pir S60475 histone H4 - garden pea 

>gi_21795_emb_CAA24924_ (X00043) histone H4 [Triticiom 
aestivum] >gi_166740 (M17132) histone H4 [Arabidopsis 
thaliana] >gi_166742 {M17133) histone H4 [Arabidopsis 
thaliana] >gi_168499 {M36659) histone H4 (H4C13) [Zea mays] 
>gi_168501 (M13370) histone H4 [Zea mays] >gi_168503 
(M13377) histone H4 [Zea mays] >gi_498898 (U10042) histone 
H4 homolog [Pisum sativiam] >gi__1806285_emb_CAB01914_ 
(Z79638) histone H4 homologue [Sesbania rostrata] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



>gi_3927823 (AC005727) histone H4 [Arabidopsis thaiiana] 
>gi_4580385_gb_AAD24364.1_AC007184_4 (AC007184) histone H4 

[Arabidopsis thaiiana] >gi_225838_prf 1314298A histone H4 

[Arabidopsis thaiiana] 

296026 

LIB3079-041-Q1-K1-D1 

BLASTX 

gll74853 

342 

2.0e-32 

94 

66 

UBIQUITIN-CONJUGATING ENZYME E2-18 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) (PM42) 

>gi__481811_pir S39483 ubiquitin-conjugating enzyme UBC2-1 

- Arabidopsis thaiiana >gi_2 2 65 8_eirib_CAA4 8 37 8_ (X68306) 
ubiquitin-conjugating enzyme [Arabidopsis thaiiana] 

296027 

LIB3079-041-Q1-K1-E5 

BLASTX 

g2190540 

329 

l.Oe-30 

73 

79 

(AC001229) Similar to Arabidopsis TFLl {gb_U77674) . 
[Arabidopsis thaiiana] 

296028 

LIB3079-G41-Q1-K1-E8 

BLASTN 

g3868757 

42 

2.0e-14 

62 

92 

Oryza sativa mRNA for elongation factor IB gamma, complete 
cds 

296029 

LIB3079-041-Q1-K1-G9 

BLASTX 

g3695389 

148 

5.0e-10 

54 

50 

(AF096371) contains similarity to D-isomer specific 
2-hydroxyacid dehydrogenases (Pfam: 2-Hacid_DH.hmm, score: 
19.11) [Arabidopsis thaiiana] 

296030 

LIB3079-041-Q1-K1-H6 

BLASTX 

g4567260 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 



401 

3.0e-39 

93 

78 

(AC006841) putative NADPH dependent mannose 6-phosphate 
reductase [Arabidopsis thaliana] 

>gi_4582440_gb_AAD24825.1__AC007142_3 (AC007142) putative 
NADPH-dependent mannose- 6-phosphate reductase [Arabidopsis 
thaliana] 



Seq. No. 


296031 


Seq. ID 


LIB3079-042-Q1-K1-A10 


Method 


BLASTN 




g22312 


BLAST score 


122 


E value 


4.0e-62 


Match length 


325 


% identity 


86 


NCBI Description 


Maize ABA-inducible gene 




abscisic acid) 


Seq. No- 


296032 


Seq. ID 


LIB3079-042-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


gl619602 


BLAST score 


274 


E value 


3.0e-24 


Match length 


74 


% identity 


68 


NCBI Description 


{Y08726) MtN3 [Medicago i 


Seq. No. 


296033 


Seq. ID 


LIB3079-042-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g3914557 


BLAST score 


309 


E value 


4.0e-28 


Match length 


168 


% identity 


46 


NCBI Description 


RAS-RELATED PROTEIN RAB7 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



(POSSIBLE APOSPORY-ASSOCIATED 
PROTEIN) >gi_1155265 (U40219) possible apospory-associated 
protein [Pennisetum ciliare] 

296034 

LIB3079-042-Q1-K1-E6 

BLASTN 

g531828 

35 

2.0e-10 

83 

86 

Cloning vector pSportl, complete cds 
296035 

LIB3079-042-Q1-K1-F3 

BLASTN 

g3821780 
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BLAST score 


36 


Hj VdiU.© 


D • ue~i i 


Match Isngth. 


Ob 


% identity 


1 fi n 


inudi uescripLion 


Xenopus laevis cDNA clone 


C3 j-v J-w \1 A 

beq. i>JO. 




O crv^ * ±U 


T TR'^n7Q — flA 9— m —tfO— PQ 
ijXnou / ^ Uftz yi rvZ 




RT Z\QTY 
Dlii-iO 1 A. 


NCBI GI 


g2668750 


BLAST score 


202 


E value 


z . ue— ly 


Match length 


"7 


% identity 


n c 
/ 0 


iNUiDi uescnprion 


lA£Uo4y4y) riDosomal prot 


oeq. NO. 




DotJ. ±U 


1j1£3ou / ^ u^z yi oil 




JDliriO i IN 


NCBI GI 


g854644 


BLAST score 


39 


E value 


1 , ue-iz 


Lxiai.cn lengrn 


4 / 


% Identity 


yb 


nudi uescripLion 


Z.itiays ZMMl gene 


Seq. No, 


o ri /~ A o o 

296038 


oecj. ±u 


iiihsou / y— U4o— yi-j\i-Bz 




rSLiiiO i A 


Mr'TS T r* T 
JnuJdI \j± 


g4 4oood4 


BLAST score 


260 


E value 


l.Oe-22 


jyiaiicn lengtn 


yz 


% identity 


0 / 


NCBI Description 


(AL035524) senescence-ass 




thaliana] 


beg. NO, 


2 yoOoy 


oeg. lu 


T TR'5n'7 Q — fi/l (^1 LTl r*c: 

iiiisou / y U4 j~-yi— 




RT aCTKT 


NPRT fZT 


rrl 4 9 1 7 9 Q 

gi 4iz 1 / z y 


BLAST score 


116 


E value 


l.Oe-58 


Match length 


izu 


% identity 


y y 


NCisi uescripTiion 


Zea mays T cytoplasm male 




mRNA, complete cds 


Seg. No. 


zyou40 


beg. LU 


T TT^QmCl A / "3 rM VO LIO 

LiboU / y-U4 J-yi-Kz-Ho 


rue T.- no a 


RT 7i CTV 


NCBI GI 


g3861153 


BLAST score 


141 


E value 


1.0e-08 


Match length 


40 


% identity 


68 



[Zea mays] 



[Arabidopsis 



2 (rf2) 



NCBI Description (AJ235272) CYANELLE BOS' RIBOSOMAL PROTEIN L20 (rplT) 
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[Rickettsia prowazekii] 



Seq. No. 


296041 


Seq, ID 


LIB3079-045-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g3540186 


BLAST score 


160 


E value 


8. Oe-11 


Match length 


56 


% identity 


61 


NCBI Description 


(AC004122) Hypotheti 


Seq, No. 


295042 


beq. lu 


LIBJU /y-u4o-Ql-Kl-D4 


Method 


BLASTX 


NCBI GI 


gll8104 


BLAST score 


200 


E value 


8.0e-27 


Match length 


97 


% identity 


65 


NCBI Description 


PEPTIDYL-PROLYL CIS- 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_enib_CAA48638_ (X68678) cyclophilin [Zea mays] 

296043 

LIB3079-045-Q1-K1-E5 

BLASTN 

gl657766 

89 

2.0e-42 

165 

88 

Zea mays retrotransposon Opie-2 5' LTR, primer binding 
site, gag gene, pol gene, complete cds, polypurine tract 
and 3' LTR 

296044 

LIB3079-045-Q1-K1-F11 

BLASTX 

g4314362 

314 

8.0e-29 
113 
55 

(AC006340) 
thaliana] 



putative D-amino acid dehydrogenase [Arabidopsis 



296045 

LIB3079-045-Q1-K1-F12 

BLASTN 

g2668739 

77 

2.0e-35 

113 

92 
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NCBI Description 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Zea mays translation initiation factor G0S2 (TIF) mRNA, 
complete cds 

296046 

LIB3079-045-Q1-K1-G11 

BLASTX 

g4033467 

346 

l.Oe-32 

99 

66 

ARGININE/SERINE-RICH SPLICING FACTOR RSP31 
>gi_1707366_emb_CAA67798_ {X99435) splicing factor 
[Arabidopsis thaliana] 

296047 

LIB3079-04 6-Q1-K1-A2 

BLASTX 

g730526 

154 

3.0e-10 

63 

51 

60S RIBOSOMAL PROTEIN L13 (BBCl PROTEIN HOMOLOG) 

>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_404166__emb_CAA53005__ (X75162) BBCl protein 
[Arabidopsis thaliana] 



Seq. No. 


296048 


Seq. ID 


LIB3079-04 6-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g497633 


BLAST score 


180 


E value 


l,0e-13 


Match length 


69 


% identity 


48 


NCBI Description 


(D31731) ORF [Schizosaccharomyces pombe] 


Seq. No. 


296049 


Seq. ID 


LIB3079-04 6-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl723388 


BLAST score 


162 


E value 


3.0e-ll 


Match length 


46 


% identity 


65 


NCBI Description 


HYPOTHETICAL 12.4 KD PROTEIN IN APCF-RPS4 




(0RF114) >gi_2147501_pir S73138 hypothet 




Porphyra purpurea chloroplast >gi_1276683 




[Porphyra purpurea] 


Seq. No. 


296050 


Seq. ID 


LIB3079-046-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g4033424 


BLAST score 


197 


E value 


3.0e-21 



INTERGENIC REGION 



(U38804) 0RF114 
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Match length 

% identity 

NCBI Description 



0 



116 
56 



t 



SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi__2668746 (AF034947) inorganic 
pyrophosphatase [Zea mays] 



Seq. No. 


296051 


Seq. ID 


LIB3079-046-Q1-K1-D1 


Method 


BLASTN 


NCBI GI 


gl314400 


BLAST score 


47 


E value 


2 . Oe-17 


Match length 


103 


% identity 


oo 


NCBI Description 


Zea mays sap. mays ITSl 


Seq. No. 


296052 


Seq. ID 


LIB3079-046-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g3182915 


BLAST score 


225 . 


E value 


9.0e-19 


Match length 


81 


% identity 


64 


NCBI Description 


ADP-RIBOSYLATION FACTOR 



5.8S ribosomal RNA, ITS2 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



(AB001051) ADP-ribosylation factor [Dugesia japonica] 
296053 

LIB3079-046-Q1-K1-F12 

BLASTX 

g2191169 



BLAST score 


266 


E value 


7.0e-28 


Match length 


97 


% identity 


71 


NCBI Description 


{AF007270) Similar to shaggy related protein kinase. 




Belongs to the CDC2/CDKX subfamily [Arabidopsis thaliana] 


Seq, No. 


296054 


Seq, ID 


LIB3079-046-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


gl68586 


BLAST score 


295 


E value 


l.Oe-26 


Match length 


71 


% identity 


83 


NCBI Description 


{M58656) pyruvate, orthophosphate dikinase [Zea mays] 


Seq. No. 


296055 


Seq. ID 


LIB3079-046-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


gl68586 


BLAST score 


203 


E value 


5.0e-16 


Match length 


75 


% identity 


57 


NCBI Description 


(M58656) pyruvate, orthophosphate dikinase [Zea mays] 
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Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296056 

LIB3079-046-Q1-K1-G10 

BLASTX 

g3176686 

194 

2.0e-17 

73 

66 

(AC003671) Similar to high affinity potassium transporter, 
HAKl protein gb_U22945 from Schwanniomyces occidentalis • 
[Arabidopsis thaliana] 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296057 

LIB3079-046-Q1-K1-G3 

BLASTX 

g2641619 

277 

l.Oe-24 

60 

87 

(AF032468) 
mays] 



ubiquit in-conjugating enzyme protein E2 [Zea 



296058 

LIB3079-047-Q1-K1-A7 

BLASTX 

g4587519 

316 

4.0e-29 

81 

72 

(AC007060) Strong similarity to F19I3.7 gi_3033380 putative 
coatomer epsilon subunit from Arabidopsis thaliana BAG 
gb_AC004238. ESTs gb_Z17908, gb_AA728673, gb__N96555, 
gb_H76335, gb_AA712463, gb_W43247, gb__T45611, g 

296059 

LIB3079-047-Q1-K1-B4 

BLASTX 

g3617837 

279 

9.0e-25 

61 

90 

{AF035820) gibberellin action negative regulator SPY 
[Hordeum vulgare] 

296060 

LIB3079-047-Q1-K1-C1 

BLASTN 

gl854375 

51 

l.Oe-19 

97 

89 

Saccharum officinarum mRNA for Sucrose-Phosphate Synthase, 
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Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



partial cds 



Seq. No. 



296061 

LIB3079-047-Q1-K1-C12 

BLASTX 

gl36640 

167 

9.0e-12 

56 

59 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_170785 (M62720) 
ubiquitin carrier protein [Triticum aestivum] 

296062 

LIB3079-048-Q1-K1-C11 

BLASTX 

g629844 

282 

9.0e-26 

72 
79 

heat shock protein hsp70-5 - maize (fragment) 
>gi_498775_emb_CAA55184_ (X78415) heat shock protein 70 kDa 
[Zea mays] 

296063 

LIB3079-048-Q1-K1-D2 

BLASTN 

gl054795 

51 

4.0e-20 

82 

90 

H.vulgare mRNA for transmembrane protein 
296064 

LIB3079-048-Q1-K1-E8 

BLASTN 

g309573 

67 

8.0e-30 

118 

90 

Corn ZAGl mRNA, complete cds 
296065 

LIB3079-048-Q1-K1-G7 

BLASTN 

gl658312 

56 

3.0e-23 

116 

87 

O.sativa osr40g2 gene 
296066 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3079-04 9-Q1-K1-A11 

BLASTX 

gl352088 

309 

2.0e-28 

101 

59 

CITRATE SYNTHASE, MITOCHONDRIAL PRECURSOR >gi_62467 6 
(U19481) citrate synthase precursor [Citrus maxima] 

296067 

LIB3079-049-Q1-K1-A12 

BLASTX 

g3913295 

172 

9.0e-13 

60 
52 

CAFFEIC ACID 3-0-METHYLTRANSFERASE 
{S-ADENOSYSL-L-METHIONINE:CAFFEIC ACID 

3-0-METH YLTRANS FERASE ) ( COMT ) >gi_6 0 258 8_emb_CAA5 8 2 1 8_ 
(X83217) caffeic 0-methyltransf erase [Prunus dulcis] 

296068 

LIB307 9-04 9-Q1-K1-C5 

BLASTX 

g2828280 

272 

3.0e-24 

57 

89 

(AL021687) putative protein [Arabidopsis thaliana] 
>gi_2832633_emb_CAA16762_ (AL021711) putative protein 
[Arabidopsis thaliana] 

296069 

LIB3079-049-Q1-K1-E10 

BLASTX 

gl296955 

158 

8.0e-ll 

28 
45 

{X95402) duplicated domain structure protein [Oryza sativa] 
296070 

LIB3079-04 9-Q1-K1-F11 

BLASTX 

g3152556 

227 

l.Oe-18 

92 
50 

(AC002986) Contains similarity to S. cerevisiae 
hypothetical protein Y0R197w, gb_Z75105. [Arabidopsis 
thaliana] 
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Seq. No, 

Seq, ID 

Method 

NCBI GI 

BliAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296071 

LIB3079-04 9-Q1-K1-F5 

BLASTN 

g799029 

68 

5.0e-30 

168 

85 

Z.mays BETl mRNA 
296072 

LIB3079-049-Q1-K1-G3 

BLASTX 

g421810 

164 

2.0e-ll 

41 
73 

acetyl-CoA C-acyltransf erase (EC 2.3.1.16) precursor - 
cucumber 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



296073 

LIB3079-049-Q1-K1-H9 

BLASTX 

gll72836 

449 

4.0e-47 

117 
81 

GTP-BINDING NUCLEAR PROTEIN RAN-Bl >gi__496272 {L16787) 
small ras-related protein [Nicotiana tabacum] 

296074 

LIB3079-050-Q1-K1-B8 

BLASTN 

g3282475 

38 

l.Oe-12 

50 
94 

Monachather paradoxus internal transcribed spacer 1, 5, 
ribosomal RNA gene, and internal transcribed spacer 2, 
complete sequence 

296075 

LIB3079-051-Q1-K1-B10 

BLASTX 

g2996096 

229 

2.0e-19 

50 

90 

(AF030517) translation elongation factor-1 alpha; EF-1 
alpha [Oryza sativa] 

296076 

LIB3079-051-Q1-K1-C10 



8S 
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9 t 



Method. 




NCBI GI 


gl68703 


BLAST score 


193 


E value 


5. Oe-15 


Ma t cn 1 engt h 


76 


-6 laentxty 


53 


NCBI Description 


(Mbboyx) Kua zem protein [Zea mays] 


Seq. No. 


296077 


beq* lu 


LIB307 9-051-Q1-K1-C12 


Method 


BLAbTX 


NCBI GI 


g2984709 


BLAST score 


481 


E value 


1 . Oe-48 


Match length 


109 


% identity 


83 


inOdI Description 


{AF0534 68) DnaJ-related protein ZMDJl [Zea mays] 


Seq. No. 


296078 


beq. Lu 


LIB307 9-051-Q1-K1-D11 


Method 


BLAbiA 


NCBI GI 


g3935167 


BLAST score 


317 


E value 


2 . Oe-29 


Match length 


79 


% identity 


76 


NCBI Description 


(AC004557) F17L21.10 [Arabidopsis thaliana] 


Seq, No. 


296079 


Seq. ID 


LIB3079-051-Q1-K1-D9 


Method 


n T TV o rnxT 

BLASTN 


NCBI GI 


g2197121 


BLAST score 


86 


E value 


1. Oe-40 


Match length 


140 


% identity 


90 


NCBI Description 


Prunus armeniaca 26S ribosomal RNA gene, partial sequence 


Seq. No. 


296080 


Seq. ID 


LIB3079-051-Q1-K1-G1 


Method 


TIT 7\ omv 

BLASTX 


NCBI GI 


g2444148 


BLAST score 


141 


E value 


4 . Oe-09 


Match length 


32 


% identity 


88 


NCBI Description 


(U91620) alcohol dehydrogenase [Eragrostis :[aponica] 


Seq. No. 


296081 


Seq. ID 


LIB3079-052-Q1-K1-B12 


Metnou 


BLASTX 




y Z D OO / ft Z 


BLAST score 


184 


E value 


3,0e-14 


Match length 


44 


% identity 


89 


NCBI Description 


(AF034 945) glycine-rich RNA binding protein [Zea mays] 



41453 



oecj. iMo . 


o Q £r n o o 


Ocrtj • ±U 


IjIdou / y— uoi—vji— bo 




oLifib i A 


NCBI GI 


g2190540 


BLAST score 


365 


E value 


A Pi ^ on 

4 . Ue-o5 


Matcn length 


96 


^ Identity 


67 


NCBI Description 


(AC001229) Similar to Arabidopsis TFLl (gb U77674) . 




[Arabidopsis thaliana] 


beq, NO. 


o n ^ A o o 

296083 


beq. iu 


TTn'^ATA Afro rj"t 

LIB3079-052-Q1-K1-C7 




iDLi/ib 1 A 




rrl (^9 07 R ^ 


BLAST score 


227 


E value 


9.0e-19 


Match length 


oU 


% identity 


00 


NCBI Description 


{U72942) proteinase inhibitor [Oryza sativa] 




>gi_2829212_gb_AAC00503_ (AF044059) proteinase inhibitor 




[Oryza sativa] 


Seq. No. 


A A /" A O A 

296084 


beq. lu 


LIBJU /9-05z-Ql-Kl~D6 


Method 


BLASTX 


NCBI GI 


gl050918 


BLAST score 


155 


E value 


2 . Oe-10 


Match length 


58 


% xdentity 


57 


NCBI Description 


{X92648) lipid transfer protein [Helianthus annuus] 


Seq. No. 


296085 


beq. lu 


LlBJU / y-uo2-Ql-Kl-Gi 


Method 


BLASTX 


NCBI GI 


g3413700 


fc>ij/ibi score 


1 T A 

172 


E value 


T A ^ 1 A 

1 . Oe-12 


Match length 


74 


« Identity 


47 


NCBI Description 


(AC004747) putative YMEl protein [Arabidopsis thaliana] 


Seq. No. 


296086 


beq. ID 


T T"0 A A T A A C A ^1 T-r-1 TT il 

LIB307 9-052-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


gl616661 


BLAST score 


378 


E value 


2 . Oe-36 


Match length 


80 


% identity 


94 


NCBI Description 


{U49388) adenylosuccinate synthetase [Zea mays] 


Seq. No. 


296087 


Seq. ID 


LIB3079-053-Q1-K1-H11 


Method 


BLASTX 
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t 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g558367 
308 

3.0e-28 

113 

61 

(X81830) cytochrome P450 [Zea mays] 
296088 

LIB3079-054-Q1-K1-D9 

BLASTX 

g585202 

338 

4.0e-33 

80 

90 

GLUTAMINE SYNTHETASE ROOT ISOZYME 2 { GLUT AMATE— AMMONIA 

LIGASE) >gi__481807_pir S39478 glut amate— ammonia ligase 

(EC 6.3,1.2) 1-2, cytosolic - maize 

>gi_43432 6_emb_CAA46720_ {X65927) glutamine synthetase [Zea 
mays] 

296089 

LIB3079-054-Q1-K1-E1 

BLASTX 

g3953471 

201 

7.0e-16 

103 

46 

(AC002328) F2202.16 [Arabidopsis thaliana] 
296090 

LIB3079-054-Q1-K1-H5 

BLASTN 

g3694806 

34 

l.Oe-09 

98 

84 

Zea mays alanine aminotransferase (alt) gene, complete cds 
296091 

LIB3079-055-Q1-K1-A4 

BLASTN 

g3492855 

70 

5.0e-31 

158 

86 

Genomic sequence for Arabidopsis thaliana BAG F20N2, 
complete sequence [Arabidopsis thaliana] 

296092 

LIB3079-055-Q1-K1-A7 

BLASTX 

gl931654 

205 



41455 



I 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% .identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



2.0e-18 

99 

46 

{U95973) BRCAl-associated RING domain protein isolog 
[Arabidopsis thaliana] 



296093 

LIB307 9-055-Q1-K1-E1 

BLASTX 

gll71991 

153 

3.0e-10 

95 
37 

PHENYLALANINE AMMONIA-LYASE 
phenylalanine ammonia-lyase 



1 >gi_1076369__pir S52990 

(EC 4.3.1.5) - Arabidopsis 
thaliana >gi_497419 {L33677) phenylalanine ammonia lyase 
[Arabidopsis thaliana] 

296094 

LIB3079-055-Q1-K1-E6 

BLASTX 

g2668744 

449 

6.0e-45 

85 
95 

(AF034946) ubiquitin conjugating enzyme [2ea mays] 
296095 

LIB3079-055-Q1-K1-H4 

BLASTX 

gl002379 

197 

3.0e-15 

78 
45 

{U24189) similar to product encoded by Drosophila 
melanogaster Acrp gene, GenBanlc Accession Number L25314; 
Method: conceptual conceptual translation supplied by 
authors [Caenorhabditis elegans] 



296096 

LIB307 9-056-Q1-K1-C1 

BLASTX 

g4263722 

254 

4.0e-22 

95 

65 

(AC006223) putative glucan synthase 



[Arabidopsis thaliana] 



296097 

LIB3079-056-Q1-K1-C2 

BLASTX 

g4263722 

281 



41456 



I 



E value 


2 . Oe-25 


Match length 


74 


% identity 


77 


NCBI Description 


{AC006223) putative glucan synthase [Arabidopsis thaliana 


Seq. No. 


296098 


Seq. ID 


LIB307 9-056-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g4204372 


BLAST score 


204 


E value 


3.0e-16 


Match length 


66 


% identity 


67 


NCBI Descrxption 


(U62748) acidic ribosomal protein P2a-2 [Zea mays] 


Seq. No. 


296099 


Seq, ID 


LIB307 9-056-Q1-K1-E1 


Metnoa 


BLASTX 


NCBI GI 


g2459412 


BLAST score 


410 


E value 


3.0e-40 


Match length 


126 


% identity 


57 


NCBI Description 


{AC002332) putative G9a protein [Arabidopsis thaliana] 


Seq. No. 


296100 


Seq. ID 


LIB307 9-058-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g4585993 


BLAST score 


176 


E value 


6.0e-13 


Match length 


88 


% identity 


36 


NCBI Description 


(AC005287) Similar to serine/threonine kinases [Arabidops 




thaliana] 


Seq. No. 


296101 


Seq. ID 


LIB307 9-058 -Q1-K1-G4 


Metnoa 


BLASTX 


NCBI GI 


g2078350 


BLAST score 


192 


E value 


2.0e"16 


Match length 


111 


% identity 


46 


NCBI Description 


(U95923) transaldolase [Solanum tuberosum] 


Seq. No. 


296102 


Seq. ID 


LIB3079-058-Q1-K1-G7 


Method 


BLASTX 


NCBI bl 


g3135543 


BLAST score 


279 


E value 


3.0e-25 


Match length 


77 


% identity 


73 


NCBI Description 


(AF062393) aquaporin [Oryza sativa] 



Seq. No, 296103 



41457 



Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3079-058-Q1-K1-H1 

BLASTX 

gl632822 

275 

l.Oe-24 

55 

93 

(Y08962) transmembrane protein [Oryza sativa] >gi_16675 94 
(U77297) transmembrane protein [Oryza sativa] 

296104 

LIB307 9-058-Q1-K1-H7 

BLASTX 

g2119187 

338 

9.0e-32 

100 

70 

transmembrane protein, glucose starvation-induced - maize 
>gi_575731_emb_CAA57955_ (X82633) transmembrane protein 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296105 

LIB307 9-059-Q1-K1-A1 

BLASTX 

gll3621 

162 

5.0e-15 

69 

62 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 
>gi 68196 pir ADZM fructose-bisphosphate aldolase (EC 
4.1.2.13), cytosolic - maize >gi_168420 {M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 

296106 

LIB307 9-059-Q1-K1-B2 

BLASTX 

g3928150 

214 

3,0e-17 

75 

61 

{AJ13104 9) hypothetical protein [Cicer arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296107 

LIB3079-059-Q1-K1-C1 

BLASTX 

g4572671 

219 

4.0e-18 

58 
69 

(AC006954) putative cyclic nucleotide regulated ion channel 
[Arabidopsis thaliana] 



41458 



t 



O j-N M 

be<5- NO. 




Qon- T n 
OcCj * ± JJ 


iiinou / ^ uo-7^1 i\i ui 


Method 


BLASTX 


NCBI GI 


gl076579 


nLiAbi score 


zol 


E value 


4 . ue-z J 


Matcn iengtn 


c 
OO 


^ laentity 


/ 1 


NCBI Description 


alcohol dehydrogenase homolog ADH3a - tomato 


Seq. No. 




O T 

becj. lu 


jjirSou / y-uo y— yi— J\i— ulu 


Method 


BLAbTX 


NCBI GI 


g4587513 


BLAST score 


17 9 


E value 


1 . Oe-13 


Match length 


46 


% identity 


72 


NCBI Description 


{AC007060) Contains eukaryotic protein kinase domain 




PF_0006y. [Arabidopsis thaliana] 


beq. No. 


zy oiiu 


beq. xu 


lilboUoo — UUl-*yi'-*J\i— Ad 


Method 


BLASTX 


NCBI GI 


g2213590 


BLAST score 


154 


E value 


3. Oe-10 


Match length 


60 


% identity 


47 


NCBI Description 


{AC000348) T7N9.10 [Arabidopsis thaliana] 


Seq. No. 


zybiii 


beq. lu 


T T'D'snoo nm "ft m 
blDOUoo — Uul'-yl--J5.1— D / 


Method 


BLASTX 


NCBI GI 


g2462759 


BLAST score 


235 


E value 


l.Oe-19 


Match length 


55 


% identity 


71 


NCBI Description 


{AC002292) Putative Cytochrome B5 [Arabidopsis thaliana] 


beq. No. 


zybllz 


beq. ID 


IiIdoUoo — uui— yi— Kl — Do 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 


242 


E value 


2 . Oe-20 


Match length 


52 


% identity 


94 


NCBI Description 


{AF034945) glycine-rich RNA binding protein [Zea mays] 


Seq. No. 


296113 


Seq. ID 


LIB3088-001-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g3122060 


BLAST score 


238 
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t 



E value 
Match length 
% identity 
NCBl Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



2.0e-20 

90 

61 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi_2598657_einb__CAA10847_ (AJ222579) elongation factor 
1-alpha (EFl-a) [Vicia faba] 

296114 

LIB3088-001-Q1-K1-E3 

BLASTX 

gll3256 

178 

4.0e-13 

90 

46 

ACTIN 3-SUB2 >gi_84085_pir D23412 actin 3-sub2 - slime 

mold (Dictyostelium discoideum) >gi_7197_emb_CAA27034_ 
{X03284) actin A3-S2 (aa 1-380) [Dictyostelium discoideum] 

296115 

LIB3088-001-Q1-K1-H3 

BLASTN 

g4140643 

35 

3.0e-10 

39 

97 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 

296116 

LIB3088-002-Q1-K1-A8 

BLASTX 

gll2994 

432 

6.0e-43 

88 
97 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDQCIBLE PROTEIN 

>gi_82685__pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

296117 

LIB3088-002-Q1-K1-B10 

BLASTN 

g3821780 

37 

3.0e-ll 

49 
67 

Xenopus laevis cDNA clone 27A6-1 
296118 

LIB3088-002-Q1-K1-C8 
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t 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl899025 

405 

2.0e-39 

129 

64 

(U28215) hexokinase 2 [Arabidopsis thaliana] >gi_3687232 
(AC005169) hexokinase [Arabidopsis thaliana] 

296119 

LIB3088-002-Q1-K1-D12 

BLASTN 

g22468 

102 

l.Oe-50 

102 

100 

Z.mays mRNA for root-origin phosphoenolpyruvate carboxylase 
(PEPC) 



Seq. No. 


296120 


Seq. ID 


LIB3088-002-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g2244y29 


BLAST score 


176 


E value 


l.Oe-12 


Match length 


92 


% identity 


42 


NCBI Description 


(Z97339) unnamed protein product [Arabidopsis thaliana] 


Seq. No. 


296121 


Seq. ID 


LIB3088-002-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g729671 


BLAST score 


190 


E value 


l.Oe-14 


Match length 


65 


% identity 


63 


NCBI Description 


HISTONE H2A >gi_473603 (U08225) histone H2A [Zea mays] 


Seq. No. 


296122 


Seq. ID 


LIB3088-002-Q1-K1-H10 


Method 


BLASTN 


NCBI GI 


gl917018 


BLAST score 


73 


E value 


6.0e-33 


Match length 


81 


% identity 


98 


NCBI Description 


Zea mays ribosomal protein S6 RPS6-1 {rps6-l) mRNA, 



complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



296123 

LIB3088-003-Q1-K1-A3 

BLASTX 

gl22022 

323 

3.0e-30 



41461 



t 

Match length 69 
% identity 96 

NCBI Description HISTONE H2B >gi_283025_pir S22323 histone H2B - wheat 

>gi_21801_einb_CAA42530_ (X59873) histone H2B [Triticum 
aestivum] 






Seq. No- 


296124 




Seq. ID 


LIB3088-003-Q1-K1-C10 




Method 


BLASTX 




NCBI GI 


g2980795 




BLAST score 


386 




E value 


z . ue-o / 




Match length 


/y 




% identity 


91 




NCBI Description 


{AL022197) putative protein [Arabidopsis thaliana] 




Seq. No. 


296125 




Seq. ID 


LIB3088-003-Q1-K1-D4 




Method 


n T 7\ o rn V 

BLASTX 




NCBI GI 


g2995380 




BLAST score 


242 


u ^ 


E value 


l.Oe-20 


Uj 


Match length 


76 




% identity 


61 




NCBI Description 


(AJ001903) thioredoxin H [Triticum durum] 




Seq. No. 


296126 




Seq. ID 


LIB3088-003-Q1-K1-E1 


E 


Method 


BLASTN 




NCBI GI 


g3821780 




BLAST score 


36 




E value 


8 . Oe-11 




Match length 


48 


n 


% identity 


67 


n 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


o 


Seq. No. 


296127 




Seq. ID 


LIB3088-003-Q1-K1-H1 




Method 


BLASTX 




NCBI GI 


g4099508 




BLAST score 


413 




E value 


1. Oe-40 




Match length 


88 




% identity 


94 




NCBI Description 


{U87949) proliferating cell nuclear antigen [Zea mays 




Seq. No. 


296128 




Seq. ID 


LIB3088-003-Q1-K1-H12 




Method 


BLASTX 




NCBI GI 


g2245095 




BLAST score 


194 




E value 


2.0e-15 




Match length 


48 




% identity 


75 




NCBI Description 


(Z9734 3) formyltransf erase purU homolog [Arabidopsis 



thaliana] 
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t 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296129 

LIB3088-003-Q1-K1-H5 

BLASTN 

g22292 

87 

2.0e-41 

174 

87 

Z.mays mRNA for glycine-rich protein 
296130 

LIB3088-004-Q1-K1-A4 

BLASTX 

g4335773 

162 

4.0e-ll 

48 

85 

(AC006284) unknown protein [Arabidopsis thaliana] 
296131 

LIB3088-004-Q1-K1-D10 

BLASTX 

g4539427 

226 

2.0e-18 

72 

57 

(AL049171) putative protein [Arabidopsis thaliana] 
296132 

LIB3088-004-Q1-K1-D7 

BLASTX 

g531829 

141 

8.0e-09 

47 

55 

(U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 

296133 

LIB3088-004-Q1-K1-E5 

BLASTX 

gll3460 

457 

8.0e-46 

97 

94 

ADP^ATP CARRIER PROTEIN 2 PRECURSOR (ADP/ATP TRANSLOCASE 2) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 2) (ANT 2) 

>gi_100851_pir S16568 ADP,ATP carrier protein precursor - 

maize >gi_22164__eiab_CAA41812_ (X59086) adenine nucleotide 
translocator [Zea mays] 



Seq. No. 
Seq. ID 



296134 

LIB3088-004-Q1-K1-E7 



41463 




t 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



BLASTN 

g2624416 

241 

l.Oe-133 

245 

100 

Zea mays 



mRNA for ubiquitin carrier protein UBC7 



296135 

LIB3088-004-Q1-K1-E8 

BLASTN 

g4096785 

74 

2.0e-33 

126 

90 

Zea mays NADP-malic enzyme root isoform mRNA, complete cds 



296136 

LIB3088-004-Q1-K1-F10 

BLA3TX 

g3309170 

295 

l.Oe-26 

135 

47 

(AF071314) C0P9 complex subunit 4 



[Mus musculus] 



296137 

LIB3088-004-Q1-K1-F11 

BLASTX 

gll8104 

267 

9.0e-24 

69 

78 

PEPT IDYL- PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148__emb_CAA48638_ (X68678) cyclophilin [Zea mays] 

296138 

LIB3088-004-Q1-K1-F7 

BLASTX 

gl33867 

159 

8.0e-ll 

38 
82 

40S RIBOSOMAL PROTEIN Sll >gi_82722_pir S16577 ribosomal 

protein Sll - maize >gi_22470__emb_CAA39438_ (X55967) 
ribosomal protein Sll [Zea mays] 

296139 

LIB3088-004-Q1-K1-G10 
BLASTN 



41464 




t 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2062705 
38 

7.0e-12 

42 
98 

Human butyrophilin (BTF5) iriRNA, complete cds 
296140 

LIB3088-004-Q1-K1-G4 
BLASTX 
gll72995 
210 

l.Oe-16 
96 
52 

60S RIBOSOMAL PROTEIN L22 >gi_10837 90_pir 
protein L22 - rat >gi_710295_emb_CAA55204^ 
ribosomal protein L22 [Rattus norvegicus] 

>gi_1093952_prf 2105193A ribosomal protein L22 [Rattus 

norvegicus] 



S52084 ribosomal 
(X78444) 



Seq. No. 


296141 


Seq. ID 


LIB3088-004-Q1-K1-G5 


Method 


BLASTN 


NCBI GI 


gl68502 


BLAST score 


74 


E value 


l.Oe-33 


Match length 


114 


% identity 


91 


NCBI Description 


Maize (Zea mays) histone H4 gene (H4C7), complete 


Seq. No, 


296142 


Seq. ID 


LIB3088-005-Q1-K1-A2 


Method 


BLASTN 


NCBI GI 


g902585 


BLAST score 


39 


E value 


2.0e-12 


Match length 


62 


% identity 


90 


NCBI Description 


Zea mays clone MubG9 ubiquitin gene, complete cds 


Seq. No. 


296143 


Seq. ID 


LIB3088-005-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g2274993 


BLAST score 


406 


E value 


l.Oe-39 


Match length 


99 


% identity 


73 


NCBI Description 


(AJ000230) unnamed protein product [Hordeum vulga 


Seq. No. 


296144 


Seq. ID 


LIB3088-005-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g2911073 


BLAST score 


237 


E value 


6.0e-31 



41465 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 




I 



(AL021960) putative protein [Arabidopsis thaliana] 
296145 

LIB3088-005-Q1-K1-D1 

BLASTX 

gl28191 

162 

2.0e-12 

96 

55 

NITRATE REDUCTASE (NAD(P)H) >gi_662 10_pir RDBHNP nitrate 

reductase {NAD{P)H) (EC 1.6.6.2) - barley 
>gi_19065_emb_CAA42739_ (X60173) nitrate reductase 
(NAD(P)H) [Hordeum vulgare] 

296146 

LIB3088-005-Q1-K1-D3 

BLASTX 

g960289 

170 

3.0e-12 

66 
58 

{L34343) anthranilate synthase alpha subunit [Ruta 
graveolens] 

296147 

LIB3088-005-Q1-K1-D6 

BLASTX 

g310587 

221 

6.0e-18 

84 

55 

(L20864) ascorbate peroxidase [Spinacia oleracea] 
>gi_1384110_dbj_BAA12890_ (D85864) cytosolic ascorbate 
peroxidase [Spinacia oleracea] 

296148 

LIB3088-005-Q1-K1-E11 

BLASTN 

g2062691 

34 

l.Oe-09 

34 

100 

Human sodium phosphate transporter {NPT4; 
cds 



mRNA, complete 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



296149 

LIB3088-005-Q1-K1-E4 

BLASTX 

g2853081 

201 

l.Oe-15 



41466 




Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



t 



71 
55 

{AL021768) 



ATP binding protein-like [Arabidopsis thaliana] 



296150 

LIB3088-005-Q1-K1-H10 

BLASTN 

g2062705 

36 

l.Oe-10 

36 
100 

Human butyrophilin (BTF5) iriRNA, 



complete cds 



296151 

LIB3088-0Q6-Q1-K1-A11 

BLASTX 

g542200 

248 

3.0e-21 

132 

41 

hypothetical protein - garden asparagus 
>gi_452714_emb_CAA54526_ (X77320) unknown 
officinalis] 



[Asparagus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296152 

LIB3088-006-Q1-K1-C1 

BLASTX 

g2191175 

159 

8.0e-ll 

56 
55 

(AF007270) 
thaliana] 



A_IG002P16.24 gene product [Arabidopsis 



Seq. No. 


296153 


Seq. ID 


LIB3088-006-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g3056601 


BLAST score 


149 


E value 


l.Oe-09 


Match length 


48 


% identity 


54 


NCBI Description 


{AC004255) T1F9.22 [Arabidopsis thaliana] 


Seq. No. 


296154 


Seq. ID 


LIB3088-006-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g462243 


BLAST score 


215 


E value 


2.0e-17 


Match length 


74 


% identity 


68 


NCBI Description 


HISTONE H4 >gi 421921 pir S32769 histone 



>gi_297150_emb CAA48923 (X69179) histone 



H4 - tomato 

H4 [Lycopersicon 
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t 



esculentum] >gi_297152_einb_CAA48924_ (X69180) histone H4 
[Lycopersicon esculentum] >gi_2746721 (AF038387) histone H4 
[Capsicum annuum] 



Seq. No. 


296155 


Seq, ID 


LIB3088-006-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl699024 


BLAST score 


155 


E value 


/ , Ue-11 


Match length 


67 


% identity 


46 


NCBI Description 


(U/ooDo) genelUUu LAraoiaopsis tnalianaj >gi ibyyuo/ 




(U78870) unknown [Arabidopsis thaliana] 


Seq. No, 


296156 


Seq. ID 


LIBiuoQ-(JUD-Ql-Kl-E4 


Method 


BLASTN 


NCBI GI 


g531832 


BLAST score 


34 


E value 


l.Oe-09 


Match length 


74 


% identity 


86 


NCBI Description 


Cloning vector pSport2, complete sequence 


Seq. No, 


296157 


Seq. ID 


LIB3088-006-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g3142300 


BLAST score 


150 


E value 


9, Oe-10 


Match length 


75 


% identity 


45 


NCBI Description 


(AC002411) Contains similarity to pre-mRNA processing 




protein PRP39 gb_L29224 from S. cerevisiae, ESTs gb_R64 




and gb T8 8158/ gb N38703 and gb AA551043 come from, this 




gene. [Arabidopsis thaliana] 


Seq. No. 


296158 


Seq. ID 


LIB3088-006-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g2429087 


BLAST score 


140 


E value 


3,0e-16 


Match length 


99 


% identity 


56 


NCBI Description 


(L37358) lipoxygenase 2 [Hordeum vulgare] 


Seq- No. 


296159 


Seq, ID 


LIB3088-0Q7-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


gl34613 


BLAST score 


282 


E value 


3.0e-25 


Match length 


114 


% identity 


55 


NCBI Description 


SUPEROXIDE DISMUTASE-2 (CU-ZN) >gi 82727 pir A29077 



41468 



t 

superoxide dismutase (EC 1,15.1.1) (Cu-Zn) 2 - maize 
>gi_168620 (M54936) superoxide dismutase 2 [Zea mays] 
>gi_168622 (M15175) S0D2 protein [Zea mays] 





Seq. No. 


296160 




Seq. ID 


LIBoUoo-UU /-yi— Kl-UJ 




Method 


BLASTX 




NCBI GI 


g2335096 




BLAST score 


145 




E value 


4 . Oe-09 




Match length 


134 




% identity 


o o 
Zo 




NCBI Description 


(ACUUzioJy) nypotneticai prorem [AraDiaopsis Lnaxianaj 




Seq. No. 


296161 




Seq. ID 


LIB3088-007-Q1-K1-C9 




Method 


BLASTN 




NCBI GI 


gl68502 




BLAST score 


o o o 

288 




E value 


1 , Oe-161 




Match length 


344 


y ^ 


% identity 


97 




NCBI Description 


Maize (Zea mays) nistone H4 gene (H4u/j, compiere cas 




Seq. No. 


296162 




Seq. ID 


LIB3088-007-Q1-K1-E2 




Method 


BLASTN 


y ^ 


NCBI GI 


g602252 




BLAST score 


57 




E value 


2.0e-23 




Match length 


61 




% identity 


98 




NCBI Description 


Zea mays enolase (eno2) mRNA, complete cds 


O 


Seq. No, 


296163 


C 


Seq. ID 


LIB3088-007-Q1-K1-F9 




Method 


BLASTN 




NCBI GI 


g2345153 




BLAST score 


78 




E value 


7.0e-36 




Match length 


142 




% identity 


89 




NCBI Description 


Zea mays ribsomal protein S4 (rps4) mRNA, complete cds 




Seq. No. 


296164 




Seq. ID 


LIB3088-007-Q1-K1-G2 




Method 


BLASTX 




NCBI GI 


gl21964 




BLAST score 


161 




E value 


5.0e-ll 




Match length 


41 




% identity 


80 




NCBI Description 


HISTONE H2A.1 >gi 70708 pir HSTE91 histone H2A.1 - 






Tetrahymena pyriformis {SGC5) >gi_351324_prf 0906228A 






histone H2A(1) [Tetrahymena pyriformis] 




Seq. No. 


296165 



41469 




Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3088-007-Q1-K1-H5 

BLASTX 

g3413473 

140 

9.0e-09 
85 
38 

{AJ006308) 



tyrosine phosphatase 1 [Glycine max] 



296166 

LIB3088-008-Q1-K1-B9 

BLASTN 

g531828 

33 

4,0e-09 

45 

93 

Cloning vector pSportl, complete cds 
296167 

LIB3088-008-Q1-K1-E1 

BLASTX 

g2440160 

176 

l.Oe-12 

79 

48 

(Y14836) beta-galactosidase [Phagemid cloning vector 
pTZ19U] 

296168 

LIB3088-008-Q1-K1-H5 

BLASTX 

g2109457 

198 

2.0e-15 

69 

59 

(AF001501) chitinase [Oryza sativa] 
296169 

LIB3088-009-Q1-K1-A12 

BLASTN 

gl777719 

43 

5.0e-15 

65 

91 

Saxifraga mertensiana 18S ribosomal RNA gene, partial 
sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



296170 

LIB3088-009-Q1-K1-B11 

BLASTX 

gl26066 

483 

8.0e-49 



41470 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 



109 
88 

L-LACTATE DEHYDROGENASE (LDH) >gi_82704__pir S224 92 

L-lactate dehydrogenase (EC 1.1.1.27) chain Ldhl - maize 

>gi_22353_einfo_CAA77808_ (Z11754) lactate dehydrogenase [Zea 
mays] 

296171 

LIB3088-009-Q1-K1-C9 

BLASTN 

g58207 

34 

l.Oe-09 

42 

95 

Cloning vector pGEM-4Z 
296172 

LIB3088-009-Q1-K1-D2 

BLASTX 

g2981475 

147 

l.Oe-09 

61 
52 

(AF053084) putative cinnamyl alcohol dehydrogenase [Malus 
domestical 

296173 

LIB3088-009-Q1-K1-E12 

BLASTX 

g531829 

179 

4.0e-13 

77 

49 

(U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 

296174 

LIB3088-009-Q1-K1-E7 

BLASTX 

gll4682 

251 

l.Oe-21 

101 

51 

ATP SYNTHASE DELTA CHAIN, MITOCHONDRIAL PRECURSOR 
(OLIGOMYCIN SENSITIVITY CONFERRAL PROTEIN) (OSCP) 

>gi_100471_pir ^A35227 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, mitochondrial - sweet 
potato >gi_168270 (J05397) F-l-ATPase delta subunit 
precursor (EC 3.6.1.3) [Ipomoea batatas] 

296175 

LIB3088-009-Q1-K1-G8 
BLASTX 
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NCBI GI 


gl21982 


BLAST score 


185 


E value 


0 , ue 14 


LYia ucn ±eny CD. 




% identity 








beq. No, 


Di / o 


Qci/-T TPi 

oeq> ±u 


T T'D'^nQ Q — n n Q-.ni — t?i _.uq 


lYic LliOa 


oliiiO i LN 


NCBI GI 


g22157 


BLAST score 


41 


E value 


/ . ue— 14 


Match length 


A 1 
4 1 


% identity 


lUU 


iNUni uescriprion 


Z.inays iriRNA for alpha— tubulin 


Seq, No. 


o Qc\ in 
Zyoi 1 I 


oeq. xu 


Lilti^Uo 0 UlU^y l-*i\l~/il U 






NCBI GI 


g4539454 


BLAST score 


183 


E value 


1 • ue-1 J 


Match length 


1 4 


% identity 


50 


NCBI Description 


tALU4youu) contains hbi gJDrAA/, 


Seq. No. 


O A /" t T A 

296178 


beq, ID 


LIB:>Uoy-UlU-Ql-Kl-A4 


Method 


nliAb 1 N 


NCBI GI 


g309573 


BLAST score 


236 


E value 


1 . ue-1 Ju 


Match length 




% identity 


A O 


NCBI Description 


uorn ^Abi iriKNA/ completie cas 


Seq. No. 


A A /* 1 T A 

296179 


beq, iJJ 


T T'D'SAQO Al A r\'\ Vi "DO 

lilDOUoo-UlU-yi-Kl-Bo 






iNUiil ol 


--ACT 1 no 

gyo 1 1 / z 


BLAST score 


200 


E value 


5.0e-16 


Match length 


OO 


% identity 


/J 


NCBI Description 


(U31o21) MADS box protein [Zea 




>gi iuuiyo4 eiriD LAA.oboU4 (XoU- 


Seq. No. 


A A /" 1 ri A 

296180 


beq, ID 


LIB3Uoo-UlO-Ql-Kl-E10 


lueTinocL 




NCBI GI 


g3551954 


BLAST score 


465 


E value 


l.Oe-46 


Match length 


138 


% identity 


62 



ZAG2 [Zea mays] 



NCBI Description (AF082030) senescence-associated protein 5 [Hemerocallis 



41472 




t 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



hybrid cultivar] 
296181 

LIB3088-010-Q1-K1-H9 

BLASTX 

g531829 

191 

l.Oe-14 
79 
49 

(U12390) 
pSportl] 



beta-galactosidase alpha peptide [cloning vector 



296182 

LIB3088- 

BLASTX 

g70753 

362 

9,0e-35 

88 
85 

histone 
wheat 



011-Q1-K1-D5 



H3 - garden pea >gi_82610_pir S00373 histone H3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No- 
Seq. ID 
Method 



296183 

LIB3088-011-Q1-K1-F5 

BLASTX 

gl684913 

451 

5.0e-45 

126 

69 

(077888) receptor-like protein kinase [Ipomoea nil] 
296184 

LIB3088-011-Q1-K1-H8 

BLASTX 

gl707868 

172 

3.0e-12 

70 

54 

{Y09636) 40S ribosomal subunit protein S21 [Zea mays] 
296185 

LIB3088-012-Q1-K1-A4 

BLASTN 

g531828 

53 

4.0e-21 

169 

83 

Cloning vector pSportl, complete cds 
296186 

LIB3088-012-Q1-K1-D3 
BLASTN 
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gzuiDZoy 1 


BLAST score 


35 


E value 


2.0e-10 


Match length 


"3 C 
OD 


■3 Identity 


lUu 


NCBI Description 


Human sodium phosphate transporter (NPT4) mRNA, 




cds 


beq, NO. 




oeq. ID 


blDOUo o-uiz-yi-j\i-Do 






NCBI GI 


g3033397 


BLAST score 


549 


E value 


z . Ue-oo 


Matcn lengtn 


119 


% identity 


84 


NCBI Description 


(ACUU4zjy} unknown protein [Arabidopsis thaliana 


Seq. No. 


296188 


oeq. lu 


lilboUo 0 — UlZ-Ul— JxI-CjZ 






KTPPT r*T 


gooo 004 D 


BLAST score 


154 


E value 


4.0e-10 


Match length 


91 


-6 identity 


4 8 


NCBI Description 


(AF079503) H-protein promoter binding factor-2a 




[Arabidopsis thaliana] 


Seq. No. 


296189 


beq. ID 


LIBoUoD-Ol J-Q1-K1-A4 


Method 


bLAbiA 


NCBI GI 


glOOllll 


BLAST score 


146 


E value 


4 . ue-Qy 


Match length 


119 


^ Identity 


34 


Nubi Description 


(D64001) hypothetical protein [Synechocystis sp.. 


Seq. No. 


296190 


beq. ID 


LIB3088-013-Q1-K1-C4 


rietnoQ 


BliAbi A 


NCBI GI 


gl351791 


BLAST score 


481 


E value 


2.0e-48 


Match length 


123 


% identity 


33 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



HYPOTHETICAL 57.0 KD TRP-ASP REPEATS CONTAINING PROTEIN IN 

CPR4-SSK22 INTERGENIC REGION >gi_8324 9_pir S19487 

hypothetical protein YCR072c - yeast (Saccharomyces 
cerevisiae) >gi_1907211_emb_CAA42270_ (X59720) YCR072c, 
len:515 [Saccharomyces cerevisiae] 

296191 

LIB3088-013-Q1-K1-F2 

BLASTX 

g464707 



41474 




t 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153 

2.0e-14 

67 
60 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S374 96 ribosomal 

protein SIB. A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_enib_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ {Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ {Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

296192 

LIB3088-014-Q1-K1-A10 

BLASTX 

g4558564 

219 

l.Oe-17 

114 

44 

{AC007138) predicted protein of unknown function 
[Arabidopsis thaliana] 

296193 

LIB3088-014-Q1-K1-D5 

BLASTX 

g585963 

176 

8.0e-13 

58 

67 

PROTEIN TRANSPORT PROTEIN SEC61 GAMMA SUBUNIT 
296194 

LIB3088-014-Q1-K1-G11 

BLASTX 

gll2994 

333 

3.0e-31 

78 

86 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 



296195 



41475 



Seq. ID LIB3088-014-Q1-K1-G9 

Method BLASTN 

NCBI GI g3821780 

BLAST score 34 

E value 6.0e-10 

Match length 34 

% identity 100 

NCBI Description Xenopus laevis cDNA clone 27A6-1 

Seq. No. 296196 

Seq. ID LIB3088-019-Q1-K1-B2 

Method BLASTX 

NCBI GI gl076678 

BLAST score 333 

E value 3,0e-31 

Match length 102 

% identity 70 

NCBI Description ubiquitin / ribosomal protein S27a - potato (fragment) 

Seq. No. 296197 

Seq, ID LIB3088-019-Q1-K1-B8 

Method BLASTN 

NCBI GI g2224914 

BLAST score 38 

E value 6.0e-12 

Match length 94 

% ;^identity 85 

NCBI Description Oryza sativa beta-expansin mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296198 

LIB3088-019-Q1-K1-E1 

BLASTN 

gl870202 

66 

9.0e-29 

162 

86 

Z.mays cyp71c3 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296199 

LIB3088-019-Q1-K1-E2 

BLASTN 

g2062691 

33 

5.0e-09 

33 

100 

Human sodium phosphate transporter 
cds 



{NPT4) mRNA, complete 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



296200 

LIB3088-019-Q1-K1-E3 

BLASTX 

g2245066 

272 

5.0e-24 
104 



41476 



t 



t Identity 


o2 


NCBI Description 


(^y/o4z; beta-Amylase 


Seq. No. 


296201 


beq. IJJ 


T Tmnoo ni d lyi tt/C 
lilBJUoo-Uiy-yx-Kl-r O 




tax TV CPXT 


111 ^ O X \DJ. 




BLAST score 


89 


E value 


3.0e-42 


Match length 


140 


% identity 


y u 


NCBI Description 


Rice mitochondrial atp9 




sequence 


Seq. No. 


296202 


oeq. lu 


LlbJUo o-Uiy-yi— i\l-bo 




nliAo i A 


NCBI GI 


gl666173 


BLAST score 


332 


E value 


4 . ue-oi 


Match length 


/ / 


% Identity 


q7 


NLBX Description 


(YU9106) transcription 


Seq. No. 


296203 


Seq. ID 


LIB3088-019-Q1-K1-G4 


Method 


BLASTX 




gi / uo Do / 


BLAST score 


572 


E value 


4.0e-59 


Match length 


126 


% identity 


83 


NCBI Description 


SERINE CARBOXYPEPTIDASE 



gene for ATPase subunt 9, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 



>gi_409582_dbj__BAA04511_ [D17587) serine 
carboxypeptidase-like protein [Oryza sativa] 

296204 

LIB3088-020-Q1-K1-B1 

BLASTX 

g899610 

253 

6.0e-22 

58 

91 

(U29383) acidic ribosomal protein P2 [Zea mays] 
296205 

LIB3088-020-Q1-K1-B7 

BLASTX 

g2149640 

302 

3.0e-37 

88 

90 

(U91995) Argonaute protein [Arabidopsis thaliana] 
296206 



41477 




t 





TTTDQnOO r^OA T/"\ /*^Q 

hlDouoo~[JZu-Ql—i\i—i^y 




oLr/iO i A 


iMooX K3± 


gj 1 / oy D J 


BLAST score 


193 


E value 


l.Oe-14 


Match length 


41 


% identity 


o o 

00 


jncdI Description 


(AF067967) pyrroline-5-carboxylate synthetase 




[Mesextibryanthemum crystallinum] 


Seq, No. 


296207 


oeq. lu 


LIB Juoo-UzU-Ql-Kl-Eo 




TJT TV OTIV 


NCBI GI 


g4538975 


BLAST score 


245 


E value 


4 . Oe-21 


Matcn length 


57 


^ Identity 


1 1 


NLol Description 


(AL04 9487) putative protein [Arabidopsis thai 


Seq. No. 


r\ z' ^ f\ ri 

296208 


beq. ID 


LIBJ(Joo-UzU-Ql-Kl-E7 


Method 


BLAoiX 


NLBl bl 


gl31773 


DLirio i score 


1^0 


E value 


l.Oe-17 


Match length 


50 


% identity 


88 


NCBI Description 


4 OS RIBOSOMAL PROTEIN S14 (CLONE MCH2) 




>gi_82724_j)ir B30097 ribosomal protein S14 { 




maize 


Seq. No. 


296209 


Seq. ID 


LIB3088-021-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g3334112 


BLAST score 


230 


E value 


2.0e-19 


Match length 


61 


% identity 


72 



clone MCH2) 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



ACYL-COA-BINDING PROTEIN (ACBP) >gi_1938236_einb_CAA70200_ 
{Y08996) acyl-CoA-binding protein [Ricinus communis] 

296210 

LIB3088-021-Q1-K1-B6 

BLASTX 

gl498053 

403 

2.0e-39 

107 

77 

(U64436) ribosomal protein S8 [Zea mays] 
296211 

LIB3088-021-Q1-K1-B8 

BLASTX 

gl708107 



41478 




t 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171 

3.0e-12 

65 

58 

HISTONE H2B >gi_473605 (U08226) histone H2B [2ea mays] 
296212 

LIB3088-021-Q1-K1-G4 

BLASTX 

g3513736 

208 

2.0e-16 

63 

62 

(AF080118) No definition line found [Arabidopsis thaliana] 
>gi_4539367_einb_CAB40061.1_ (AL049525) putative protein 
[Arabidopsis thaliana] 

296213 

LIB3088-021-Q1-K1-H4 

BLASTX 

g4249382 

161 

2.0e-16 

64 

67 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb__AC004481. [Arabidopsis thaliana] 

296214 

LIB3088-022-Q1-K1-B2 

BLASTN 

g2911365 

59 

l.Oe-24 

118 

89 

Zea mays NADPH HC toxin reductase 
allele, partial cds 



(hm2) gene, hm2-B73 



296215 

LIB3088-022-Q1-K1-F5 

BLASTX 

g2130090 

142 

l.Oe-09 

101 

42 

2-oxoglutarate/malate translocator (clone OMT134), 
mitochondrial membrane - proso millet 

>gi_1100739_dbj_BAA08103_ (D45073) 2-oxoglutarate/malate 
translocator [Panicum miliaceum] >gi_110074 l_dbj_BAA08104 
{D45074) 2-oxoglutarate/malate translocator [Panicum 
miliaceum] 



Seq. No. 



296216 



41479 



Seq. ID 


LIBoOoo-Ozz-Ql-Kl-Gz 


Method 


dLiAo 1 A 


NCBI GI 


g2130107 


BLAST score 


188 


E value 


4 , Oe-14 


Match length 


136 


% identity 


38 


NCBI Description 


porin (clone Tavdacl) - wheat 


Seq. No. 


296217 


Seq, ID 


LIBJUoo-UZ J-Q1-K1-E4 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


8 , Oe-11 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


296218 


Seq, ID 


LIB3088-023-Q1-K1-H11 


Method 


bLAb i A 


NCBI GI 


g3914431 


BLAST score 


262 


E value 


4 . Oe-23 


Match length 


82 


% identity 


63 


NCBI Description 


PROTEASOME COMPONENT C8 (MACROPAIN SUBUNIT C8) 




(MULTICATALYTIC ENDOPEPTIDASE COMPLEX SUBUNIT C8) 




>gi_2285802_dbj_BAA21651_ (D78173) 26S proteasome 




subunit [Spinacia oleracea] 


Seq. No. 


296219 


Seq. ID 


LIB3088-024-Q1-K1-A8 


X/j-N -t-Vi 

Metiloa 


T-)T TV c mv 

BLASTX 


NCBI GI 


g4539677 


BLAST score 


311 


E value 


l,0e-28 


Match length 


91 


% identity 


77 


NCBI Description 


/ T\ ^ ^ ^ r\ ^ \ _I^J_' J_ ■ r T I'll 

(AF061282) patatm-like protein [Sorghum bacolor] 


Seq. No. 


296220 


Seq. ID 


LIB3088-024-Q1-K1-E11 


Metnoa 


BLASTX 


NCBI GI 


g3136336 


BLAST score 


201 


E value 


6. Oe-16 


Match length 


74 


% identity 


62 


NCBI Description 


(AF064552) calmodulin; Cam [Apium graveolens] 


Seq. No. 


296221 


Seq, ID 


LIB3088-024-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g3004950 


BLAST score 


198 



41480 



E value 


3. ue-15 


Match length 


45 


% identity 


87 


NCBI Description 


{AF037061) tonoplast intrinsic protein; ! 


Seq. No. 


296222 


Seq. ID 


LIBoUoo-U24-Ql-Kl-rici 


Method 


BLASTX 


NCBI GI 


gl399450 


BLAST score 


528 


E value 


4 . 0e-D4 


Match length 


101 


% identity 


97 


NCBI Description 


(U4/ODU} Deta-tuDuim z iLupxnus aXiDUSj 


Seq. No. 


296223 


Seq. ID 


LIB3088-025-Q1-K1-A7 


Method 


BLASTN 


NCBI GI 


g311238 


BLAST score 


38 


E value 


4 . Oe-lz 


Match length 


130 


% identity 


82 


NCBI Description 


Z.mays catl gene for catalase 


Seq. No. 


296224 


Seq. ID 


LIB3088-025-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


gzloUL)4z 


BLAST score 


432 


E value 


9.0e-43 


Match length 


96 


% identity 


91 


NCBI Description 


Mg-chelatase chain Xantha-f - barley >gi 



protoporphyrin IX Mg-chelatase subunit precursor [Hordeum 
vulgar e] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296225 

LIB3088-025-Q1-K1-D2 

BLASTN 

gll85553 

40 

4.0e-13 

100 

85 

Zea mays glyceraldehyde-3-phosphate dehydrogenase {gpc2) 
gene, complete cds 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296226 

LIB3088-025-Q1-K1-E11 

BLASTX 

g417154 

236 

6.0e-20 

96 

53 

HEAT SHOCK PROTEIN 82 >gi_100685_pir 



S25541 heat shock 



41481 




t 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
{HSP82) [Oryza sativa] 



296227 

LIB3088 

BLASTX 

gl708110 

150 

6.0e-10 

77 
44 

HI STONE 
CH-III) 
histone 
histone 
histone 
histone 
histone 



025-Q1-K1-E4 



H4 >gi_2119025_pir S59586 histone H4 {clone 

- Chlamydomonas reinhardtii >gi_2119027_pir S59124 

H4 - Chlamydomonas reinhardtii >gi_571471 {U16724) 

H4 [Chlamydomonas reinhardtii] >gi_571476 (U16725) 

H4 [Chlamydomonas reinhardtii] >gi_576634 (016825) 

H4 [Chlamydomonas reinhardtii] >gi__790701 (L41841) 

H4 [Chlamydomonas reinhardtii] 



296228 

LIB3088-025-Q1-K1-E9 

BLASTX 

g4325282 

146 

2.0e-09 

39 

69 

(AF123310) NAC domain protein NAM [Arabidopsis thaliana] 
>gi_4325286_gb_AAD17314_ (AF123311) NAC domain protein NAM 
[Arabidopsis thaliana] 

296229 

LIB3088-025-Q1-K1-F2 

BLASTN 

g22161 

55 

3.0e-22 

151 

84 

Z.mays MANTl mRNA for adenine nucleotide translocator (also 
called ADP/ATP translocase) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296230 

LIB3088-026-Q1-K1-A12 

BLASTX 

g266567 

150 

9.0e-10 

111 

36 

MITOCHONDRIAL PROCESSING PEPTIDASE ALPHA SUBUNIT PRECURSOR 
(ALPHA-MPP) (UBIQUINOL-CYTOCHROME C REDUCTASE SUBUNIT II) 

>gi_421956__pir S23558 mitochondrial processing peptidase 

(EC 3.4.99,41) alpha chain precursor - potato 

>gi_214 93_emb_CAA46990_ (X66284) mitochondrial processing 

peptidase [Solanum tuberosum] 



41482 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296231 

LIB3088-026-Q1-K1-C10 

BLASTX 

gl362015 

146 

2.0e-09 

38 
66 

zinc finger protein 1 - Arabidopsis thaliana 

>gi__2129779_pir S71240 zinc finger protein 1 - Arabidopsis 

thaliana >gi_790673 (L39644) zinc finger protein 
[Arabidopsis thaliana] >gi_1297186 {U53501) zinc finger 
protein 1 [Arabidopsis thaliana] 

296232 

LIB3088-027-Q1-K1-B11 

BLASTX 

g2833378 

159 

l.Oe-10 

112 

37 

HEXOKINASE >gi__619928 (U18754) hexokinase [Arabidopsis 

thaliana] >gi_1582383_prf 2118367A hexokinase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



296233 

LIB3088-027-Q1-K1-B7 

BLASTX 

g3193292 

305 

7.0e-28 

101 

59 

(AF069298) similar to ATPases associated with various 
cellular activites (Pfam: AAA.hmm, score: 230.91) 
[Arabidopsis thaliana] 

296234 

LIB3088-027-Q1-K1-F12 

BLASTX 

g730512 

238 

4.0e-20 

84 

61 

RAS-RELATED PROTEIN RIC2 >gi_481506_pir_S38741 GTP-binding 
protein ric2 - rice >gi_218228_dbj_BAA02904_ (D13758) 
ras-related GTP binding protein [Oryza sativa] 

296235 

LIB3088-029-Q1-K1-C11 

BLASTN 

gl944204 

37 

3.0e-ll 



41483 



Match length 

% identity 

NCBI Description 



65 
89 

Oryza sativa mRNA for RicMT^ complete cds 



Seq. No. 296236 

Seq. ID LIB3088-029-Q1-K1-D1 

Method BLASTX 

NCBI GI g3608133 

BLAST score 14 9 

E value 2.0e-09 

Match length 57 

% identity 56 

NCBI Description (AC005314) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 296237 

Seq. ID LIB3088-029-Q1-K1-D6 

Method BLASTX 

NCBI GI g2809262 

BLAST score 155 

E value 2,0e-10 

Match length 93 

% identity 43 

NCBI Description (AC002560) F21B7.31 [Arabidopsis thaliana] 

Seq. No. 296238 

Seq. ID LIB3088-029-Q1-K1-D8 

Method BLASTX 

NCBI GI g2058273 

BLAST score 382 

E value 7.0e-37 

Match length 88 

% identity 88 

NCBI Description {D83527) YK426 [Oryza sativa] 

Seq. No. 296239 

Seq. ID LIB3088-029-Q1-K1-E9 

Method BLASTX 

NCBI GI g2911068 

BLAST score 205 

E value l.Oe-32 

Match length 131 

% identity 56 

NCBI Description (AL021960) GlO-like protein [Arabidopsis thaliana] 

Seq. No. 296240 

Seq. ID LIB3088-029-Q1-K1-F11 

Method BLASTN 

NCBI GI g22292 

BLAST score 35 

E value 2.0e-10 

Match length 55 

% identity 91 

NCBI Description Z.mays mRNA for glycine-rich protein 

Seq. No, 296241 

Seq. ID LIB3088-029-Q1-K1-G11 

Method BLASTX 



41484 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cytoplasmic 



gll72977 
199 

2.0e-15 
124 
40 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741] 
ribosomal protein L18 [Arabidopsis thaliana] 

296242 

LIB3088-G29-Q1-K1-G2 

BLASTX 

g3980378 

178 

6.0e-13 

114 

40 

(AC004561) putative RNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296243 

LIB3088-029-Q1-K1-H1 

BLASTN 

g397395 

97 

3.0e-47 

167 

98 

Z.mays MNBlb mRNA for DNA-binding protein 
296244 

LIB3088-030-Q1-K1-C3 

BLASTX 

g4371282 

181 

3.0e-13 

44 

80 

{AC006260) 
thaliana] 



putative 60S ribosomal protein L12 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



296245 

LIB3088-030-Q1-K1-F3 

BLASTN 

g532622 

104 

2.0e-51 

213 

95 

Zea mays lipase (LIP) 
296246 

LIB3088-030-Q1-K1-G3 

BLASTX 

g4468792 

428 

2.0e-42 
88 



mRNA, complete cds 



41485 



0 t 



% identity 




NCBI Description 


tAJUiuzyoj biurarnione rransxerase iii^aj L^ea maysj 


Seq. No. 




be<5- -LL' 




Method 




NCBI GI 


g3201632 


BLAST score 


200 


E value 


1 . ue— Id 


Matcn iengtn 


/ o 


% identity 


c: c 


NCBI Description 


(AC004669) putative 2A6 protein [Arabidopsis thaliana] 


Seq. No. 


zy oz4o 


beq. lu 


liiboUo 0 — Uol— U-L -E^-L -ti^ 


Method 


■Q T 7i C T" Y 

oJjAo J. a 


NCBI bl 


g4 4oooo4 


tJiiAoi score 


10 u 


E value 


2.0e-13 


Match length 


70 


% identity 


49 


NCBI Description 


(AL035524) senescence-associated protein-like [Arabidopsis 




thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296249 

LIB3088-031-Q1-K1-B9 

BLASTN 

g4388782 

44 

l.Oe-15 

104 

87 

Zea mays 
cds 



4 OS ribosomal protein S27 homolog mRNA, complete 



Seq. No, 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296250 

LIB3088-031-Q1-K1-C7 

BLASTX 

gll8104 

412 

2.0e-40 

98 

81 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2»1.8; 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 



Seq* No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



296251 

LIB3088-031-Q1-K1-H12 

BLASTX 

g3953458 

195 

3.0e-15 

74 

53 



41486 



ft 



t 



NCBI Description (AC002328) F20N2.3 [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296252 

LIB3088-031-Q1-K1-H2 

BLASTN 

g2065239 

34 

l.Oe-09 

38 
97 

M.musculus mRNA for coxsackie and adenovirus receptor 
homologue 



296253 

LIB3088-032-Q1-K1-G5 

BLASTN 

g435678 

39 

l.Oe-12 

59 

92 

L.esculentum Mill (cv. 
S25 



Rutgers) itiRNA for ribosomal protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



296254 

LIB3088-033-Q1-K1-A7 

BLASTX 

g3915842 

394 

2.0e-38 

93 

84 

RAS-RELATED PROTEIN RABllA >gi_2598229_einb_CAA70112_ 
(Y08904) Rabll protein [Arabidopsis thaliana] 

296255 

LIB3088-033-Q1-K1-B7 

BLASTX 

gll8104 

531 

2.0e-54 

114 

89 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) {CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ {X68678) cyclophilin [Zea mays] 

296256 

LIB3088-033-Q1-K1-C11 

BLASTX 

g586076 

583 

2.0e-60 

120 

93 



) - 



41487 



% 



t 



NCBI Description 



TUBULIN BETA-1 CHAIN >gi_48 6734_pir_S35142 tubulin beta 
chain - white lupine >gi_402636_emb_CAA4 9736_ (X70184) Beta 
tubulin 1 [Lupinus albus] 



Seq, No. 


296257 


OC\^* XU 


T TR'^rififi— n*^^— m — —pi 

J-iXJDO U 0 0 U OO^X FlX VjX 




JDlj/iO i IN 




g-<iZ d4 0 




X 0 X 


E value 


z • ue-y / 


Match length 




^ laenLiuy 








Seq. No* 


296258 


oeq. xjj 


XiXd JUo 0 U 00 yx— rs.X— nxU 


ne cnoa 






goozi / OU 






E value 


1 . Oe-09 


Matcn length 


34 


% identity 


inn 
lUU 


iNL/i5± uescj-ipuion 


Xenopus laevis cDNA clone 27A6— 1 


Seq. No. 


296259 


Seq. ID 


LIB3088-033-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


gl33414 


BLAST score 


429 


E value 


l.Oe-42 


Match length 


90 


% identity 


94 


NCBI Description 


DNA-DIRECTED RNA POLYMERASE BETA 



DNA-directed RNA polymerase (EC 2,7.7.6) beta chain - maize 
chloroplast >gi_12480_emb_CAA35195_ {X17318) RNA polymerase 
beta subunit (AA 1-1075) [Zea mays] 

>gi_902212_emb__CAA60276_ (X86563) RNA polymerase beta 
subunit [Zea mays] 



Seq, No. 


296260 


Seq. ID 


LIB3088-034-Q1- 


Method 


BLASTN 


NCBI GI 


g22091 


BLAST score 


253 


E value 


l,0e-140 


Match length 


322 


% identity 


95 


NCBI Description 


Z . diploperennis 


Seq, No. 


296261 


Seq. ID 


LIB3088-034-Q1- 


Method 


BLASTN 


NCBI GI 


g577824 


BLAST score 


137 


E value 


6.0e-71 


Match length 


304 


% identity 


87 



41488 



t 



NCBI Description Z.mays gene for H2B histone (gH2B3) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



296262 

LIB3088-035-Q1-K1-A10 

BLASTX*^ 

gl085621 

505 

2.0e-51 

102 

92 

alcohol dehydrogenase (EC 1.1.1.1) ICN - Phaseolus 
acutifolius >gi_452767_emb_CAA80692_ (Z23171) alcohol 
dehydrogenase-lCN [Phaseolus acutifolius] 

296263 

LIB3088-035-Q1-K1-B10 

BLASTX 

g3309269 

306 

5.0e-28 

90 
73 

(AF074 940) ferric leghemoglobin reductase-2 precursor 
[Glycine max] 

296264 

LIB3088-035-Q1-K1-B11 

BLASTX 

g585338 

346 

l.Oe-32 

90 

79 

ADENYLATE KINASE B (ATP-AMP TRANS PROS PHORYLAS E ) 
>gi_39187 9_dbj_BAA01181__ (D10335 )* adenylate kinase-b 
sativa] 



[Oryza 



296265 

LIB3088-035-Q1-K1-B2 

BLASTX 

g629844 

160 

9.0e-ll 

35 

89 

heat shock protein hsp70-5 - maize (fragment) 
>gi_498775_emb_CAA55184__ (X78415) heat shock protein 70 
[Zea mays] 

296266 

LIB3088-035-Q1-K1-C1 

BLASTX 

g3885336 

234 

l.Oe-19 

98 
50 



kDa 



41489 



ft 



t 



NCBI Description (AC005623) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296267 

LIB3088-035-Q1-K1-C9 

BLASTX 

g585338 

397 

9.0e-39 

88 
88 

ADENYLATE KINASE B (ATP-AMP TRANSPHOSPHORYLASE) 
>gi_391879_dbj_BAA01181_ (D10335) adenylate kinase-b [Oryza 
sativa] 

296268 

LIB3088-035-Q1-K1-D10 

BLASTN 

gl8569 

60 

5.0e-25 

148 

86 

G.max coxll gene for cytochrome oxidase subunit 
296269 

LIB3088-035-Q1-K1-D12 

BLASTX 

g3342800 

196 

7.0e-16 

68 

76 

{AF061837)' putative cytosolic 
dehydrogenase [Zea mays] 



6-phosphogluconate 



296270 

LIB3088-035-Q1-K1-E11 

BLASTX 

gll71577 

232 

2.0e-19 

90 
53 

(X95343) hypersensitivity-related gene 



[Nicotiana tabacum] 



296271 

LIB3088-035-Q1-K1-F2 

BLASTN 

g4140643 

129 

3.Ge-66 

258 
90 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 



41490 



t t 



Seq. No. 


296272 


Seq. ID 


LIBiUoo-U Jo-Ql-Kl-Fy 


Me Lnoa 


BLAbTN 


NCBI GI 


gl8569 


BLAST score 


155 


E value 


o . ue-oz 


Match length 


167 


% identity 


98 


NCBI Description 


G.majx coxll gene for cytochrome oxidase subunit 


Seq. No. 


296273 


Seq. ID 


LIB3Uoo-U35-Ql-Kl-H7 


Method 


BLASTN 


NCBI GI 


g2446997 


BLAST score 


133 


E value 


1 . Ue-Do 


Match length 


lo9 


% identity 


93 


NCBI Description 


Zea mays FAD7 gene for fatty acid desaturase, complete cds 


Seq. No. 


29621 A 


Seq. ID 


LIB3Uoo-U3o-Ql-Kl-Bl^ 


Method 


BLASTX 


NCBI GI 


g2613143 


BLAST score 


244 


E value 


5 . Oe-21 


Match length 


68 


% identity 


74 


NCBI Description 


(AF030548) tubulin [Oryza sativa] 


Seq. No. 


296275 


Seq, ID 


LIB3088-036-Q1-K1-B2 


Method 


Tlx TV omuT 

BLASTN 


NCBI GI 


g22350 


BLAST score 


37 


E value 


8 . Oe-12 


Match length 


57 


% identity 


91 


NCBI Description 


Z.mays Knotted-1 (Kn-1) gene 


Seq. No. 


296276 


Seq. ID 


LIB3088-036-Q1-K1-C4 


Method 


IDT 7\ C rnxT 


NCBI GI 


g294844 


BLAST score 


82 


E value 


l.Oe-38 


Match length 


154 


% identity 


90 


NCBI Description 


Saccharum hybrid cultivar H65-7052 membrane protein mRNA, 




complete cds 


Seq. No. 


296277 


Seq. ID 


LIB3088-036-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g4128133 


BLAST score 


192 


E value 


l.Oe-16 



41491 




t 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 
53 

(AJ006068) 



dTDP-D-glucose 4 , 6-dehydratase [Homo sapiens] 



296278 

LIB3088-036-Q1-K1-H8 

BLASTX 

g399853 

168 

6.0e-12 

41 
88 

HISTONE H2B.1 >gi__283041__pir S28048 histone H2B - maize 

>gi_22323_emb_CAA40564_ (X57312) H2B histone [Zea mays] 

296279 

LIB3088-037-Q1-K1-B4 

BLASTN 

g2984708 

71 

l,0e-31 

119 

91 

Zea mays DnaJ-related protein 
cds 



ZMDJl (mdJl) gene, complete 





Seq. No. 


296280 




Seq. ID 


LIB3088-037-Q1-K1-E11 




Method 


BLASTX 




NCBI GI 


g2244797 




BLAST score 


190 




E value 


2.0e-14 




Match length 


78 




% identity 


50 




NCBI Description 


(Z97336) hypothetical protein [Arabidopsis thaliana] 




Seq. No, 


296281 




Seq. ID 


LIB3088-037-Q1-K1-H2 




Method 


BLASTN 




NCBI GI 


g3821780 




BLAST score 


36 




E value 


6.0e-ll 




Match length 


36 




% identity 


100 




NCBI Description 


Xenopus laevis cDNA clone 27A6-1 




Seq. No. 


296282 




Seq. ID 


LIB3088-038-Q1-K1-A2 




Method 


BLASTX 




NCBI GI 


gl37460 




BLAST score 


292 




E value 


l.Oe-26 




Match length 


94 




% identity 


66 




NCBI Description 


VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 



SUBUNIT) >gi_67952_pir PXPZV9 H+-transporting ATPase (EC 

3,6.1.35), vacuolar, 69K chain - carrot >gi_167560 {J03769) 



41492 



t 



vacular H+-ATPase [Daucus carota] 



Seq. No. 


296283 


Seq. ID 


LIB3088-038-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g3915826 


BLAST score 


399 


E value 


6. Oe-39 


Match length 


97 


% identity 


79 


NCBI Description 


60S RIBOSOMAL PROTEIN L5 


Seq. No. 


296284 


beq. ID 




Method 


BLASTX 


NCBI GI 


g303750 


BLAST score 


422 


E value 


2.0e-41 


Match length 


86 


% identity 


95 


NCBI Description 


(D12548) GTP-binding prot 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq . No , 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_73894 0_prf 2001457H GTP-binding protein 

sativum] 

296285 

LIB3088-038-Q1-K1-G9 

BLASTN 

gl244652 

61 

l.Oe-25 

116 

88 

Zea mays 
cds 



[Pisum 



copia-type retroelement PREM-2 gag gene, complete 



296286 

'LIB3088-038-Q1-K1-H10 

BLASTX 

g464621 

244 

7.0e-21 

81 

65 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA49175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 

296287 

LIB3088-039-Q1-K1-A3 

BLASTN 

g2668741 

38 

2.0e-12 

80 

86 

Zea mays glycine-rich RNA binding protein (GRP) mRNA, 



41493 



9 



t 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 



296288 

LIB3088-039-Q1-K1-D6 

BLASTX 

g3549666 

160 

4.0e-12 

84 

57 

(AL031394) putative protein [Arabidopsis thaliana] 
296289 

LIB3088-039-Q1-K1-G12 

BLASTX 

g3482979 

158 

3.0e-ll 

67 

48 

{AL031369) putative protein [Arabidopsis thaliana] 
>gi_4567258_gb_AAD23672.1_AC007070_21 (AC007070) 
hypothetical protein [Arabidopsis thaliana] 

296290 

LIB3088-040-Q1-K1-E10 

BLASTN 

g22149 

35 

3.0e-10 

63 

89 

Z.mays mRNA for alpha-tubulin 
296291 

LIB3088-040-Q1-K1-E12 

BLASTX 

g2668742 

414 

l.Oe-40 

86 

95 

{AF034945) glycine-rich RNA binding protein [Zea mays] 
296292 

LIB3088-040-Q1-K1-F9 

BLASTX 

g451193 

261 

l.Oe-22 

91 ^ 
59 

{L28008) wali7 [Triticum aestivum] 

>gi_1090845_prf 2019486B wali7 gene [Triticum aestivum] 

296293 

LIB3088-040-Q1-K1-H10 



41494 



t 



Method 


BLAST A 


NCBI GI 


g4586449 


BLAST score 


169 


E value 


D . Ue-12 


Match iengtn 


d4 


% identity 


52 


NCBI Description 


(ABUzolo/) cytochrome c oxidase suJounit ob-l 


Seq. No. 


296294 


Seq. ID 


LIBo(JoG-LI41-Ql-Kl-Al 


Method 


BLAb lA 


NCBI GI 


g2781347 


BLAST score 


487 


E value 


o A « /in 

o . ue-4 y 


Match length 


116 


% identity 


79 


NCBI Description 


(AC003113) F2401.3 [Arabidopsis thaliana] 


Seq. No. 


296295 


Seq. ID 


LIB3088-041-Q1-K1-D10 


Method 




NCBI GI 


g2446994 


BLAST score 


777 


E value 


4 . Oe-83 


Match length 


14o 


% identity 


95 


NCBI Description 


{D63952) fatty acid desaturase [Zea mays] 


Seq. No. 


296296 


Seq. ID 


LIB3088-042-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 


151 


E value 


3. Oe-10 


Match length 


69 


% identity 


51 


NCBI Description 


{AF034 945) glycme-rich RNA binding protein 


Seq. No. 


296297 


Seq. ID 


LIB3088-042-Q1-K1-A4 


Method 


"DT TV CmXT 

BLASTN 


NCBI GI 


g2062705 


BLAST score 


36 


E value 


8 . Oe-11 


Match length 


36 


% identity 


100 


NCBI Description 


Human butyrophilin (BTF5) mRNA, complete cds 


Seq. No. 


296298 


Seq, ID 


LIB3088-042-Q1-K1-A6 


Method 


BLASTX 




y X J. J J ^ J 


BLAST score 


338 


E value 


l.Oe-31 


Match length 


69 


% identity 


50 


NCBI Description 


CALMODULIN >gi 71685 pir MCSP calmodulin - 



[Oryza sativa] 



41495 



t 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296299 

LIB3088-042-Q1-K1-B9 

BLASTX 

g417103 

426 

2.0e-44 

121 
83 

HISTONE H3.2, MINOR >gi_282871_pir_S2434 6 histone 
H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ {X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (K60429) 
histone H3,3 like protein [Arabidopsis thaliana] >gi_488563 
{U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461> histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_einb_CAA56153_ {X79714) histone 
H3 [Lolium temulentiim] >gi__1435157_emb_CAA58445_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentiom] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutxim] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_40384 69_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44 90754_einb_CAB38 916. 1_ (AL035708) histone 
H3,3 [Arabidopsis thaliana] >gi_4490755__emb__CAB389i7 , 1_ 
{AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No. 


296300 


Seq. ID 


LIB3088-042-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g2959360 


BLAST score 


496 


E value 


3.0e-50 


Match length 


98 


% identity 


97 


NCBI Description 


(AJ222588) poly (ADP-ribose) polymerase 


Seq. No. 


296301 


Seq. ID 


LIB3088-042-Q1-K1-G6 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


7.0e-ll 


Match length 


48 


% identity 


67 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 



fZea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



296302 

LIB3088-043-Q1-K1-A10 

BLASTX 

gll8104 

331 

5.0e-31 

96 

68 



41496 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) - 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 

296303 

LIB3088-043-Q1-K1-A7 

BLASTX 

g82263 

334 

3.0e-31 

90 

74 

ubiquinol — cytochrome-c reductase (EC 1.10.2.2) cytochrome 
cl precursor (clone pC (1)311) - potato 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296304 

LIB3088-043-Q1-K1-B6 

BLASTX 

g4531441 

343 

2.0e-32 

103 
63 

(AC006224) putative pectinesterase 
296305 

LIB3088-043-Q1-K1-C1 

BLASTX 

g531829 

153 

3.0e-10 

59 

53 

(U12390) 
pSportl] 



[Arabidopsis thaliana] 



beta-galactosidase alpha peptide [cloning vector 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



296306 

LIB3088-043-Q1-K1-E2 

BLASTN 

g3420038 

79 

l.Oe-36 

208 
43 

Zea mays gyps y/Ty3 -type retrotransposon Tekay, 
sequence 

296307 

LIB3088-043-Q1-K1-F10 

BLASTN 

g3821780 

36 

l.Oe-10 

36 

100 



complete 



41497 



NCBI Description Xenopus laevis cDNA clone 27A6-1 



Seq. No. 


296308 


Seq. ID 


LIB3088-04 3-Q1-K1-H7 


Method 


BLASTN 


NCBI GI 


gll85555 


BLAST score 


38 


E value 


2. Oe-12 


Match Isnath 


117 


% identity 


84 


NCBI Descriotion 


Zea mays glyceraldehyde-^ 




rrpnp, nartial cds 


Seq. No. 


296309 




LIB3088-043-O1-K1-H8 


L ie L-llWvJ. 


BLASTX 


NCBI GI 


g629844 


BLAST score 


283 


E value 


2. Oe-25 


Mpitr'h 1 pncrth 


89 




70 


NPRT ne^pTiot ion 


heat shock protein hsp70 




>gi 498775 emb CAA55184 






Ccirr No 
o c • LN u . 


296310 


Seq. ID 


LIB3088-044-Q1-K1-A11 


Method 


BLASTX 


LH J_) J_ w JL 


g2668742 




244 


£j V CLX Lie 


1. Oe-20 


Match lenath 


55 




89 


KIPRT Dp^c? nT "i "ni" 1 on 

IMOOX L/CO ^ J. X -L wil 


fAF034945^ alvcine-rich 


Sea. No. 


296311 




LIB3088-044-O1-K1-B10 


Method 


BLASTX 


NCBI GI 


g399854 


BLAST score 


207 


E value 


l.Oe-21 


Match length 


116 


% identity 


54 


NCBI Description 


HISTONE H2B.2 >gi 283042 




>gi 22325 emb CAA40565 



maize (fragment) 



H2B histone [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296312 

LIB3088-044 

BLASTX 

g4587572 

209 

l.Oe-16 

88 

49 

(AC006550) 
regulator 



-Q1-K1-B4 



Similar to gb_U70015 lysosomal trafficking 
from Mus musculus and contains 2 PF 00400 WD40, 



G-beta repeats. ESTs gb_T43386 and gb_AA395236 come from 



41498 



this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296313 

LIB3088-044-Q1-K1-C5 

BLASTN 

g3821780 

36 

l.Oe-10 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
296314 

LIB3088-044-Q1-K1-D1 

BLASTN 

g2257755 

105 

6.0e-52 

133 

95 

Zea mays nucleolar histone deacetylase HD2-p39 mRNA, 
complete cds 



Seq. No. 


296315 


Seq. ID 


LIB3088-044-Q1-K1-D11 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


i.ue-iu 


Match length 


48 


% identity 


67 


NCBI Description 


Xenopus laevis cDNA clone 27A6- 


Seq. No. 


296316 


Seq. ID 


LIB3088-044-Q1-K1-D2 


Method 


BLASTX 


NCBI GI* 


g729671 


BLAST score 


303 


E value 


l.Ge-27 


Match length 


107 


% identity 


65 


NCBI Description 


HISTONE H2A >gi_473603 {U08225: 


Seq. No. 


296317 


Seq. ID 


LIB3088-044-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g595768 


BLAST score 


173 


E value 


2.0e-12 


Match length 


51 


% identity 


61 


NCBI Description 


(U13866) non-functional lacZ a. 


Seq. No. 


296318 


Seq. ID 


LIB3088-044-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g2979552 



histone H2A [Zea mays] 



[Cloning vector] 



41499 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171 

2.0e-22 

118 

47 

(AC003680) unknown protein [Arabidopsis thaliana] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296319 

LIB3088-044-Q1-K1-G7 

BLASTX 

g531829 

160 

6.0e-ll 

67 

49 

(U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 



Seq, No. 


296320 




Seq. ID 


LIB3088-044-Q1-K1-H2 




Method 


BLASTX 




NCBI GI 


g544437 




BLAST score 


345 




E value 


l.Oe-32 




Match length 


78 




% identity 


83 




NCBI Description 


GLUTATHIONE PEROXIDASE HOMOLOG (SALT -ASSOC I AT ED PROTEIN) 


>gi_296358_einb_CAA"47018_ (X66377) 


CIT-SAP [Citrus sinensis] 


Seq. No. 


296321 




Seq. ID 


LIB3088-044-Q1-K1-H3 




Method 


BLASTX 




NCBI GI 


g4371280 




BLAST score 


277 




E value 


2,0e-24 




Match length 


63 




% identity 


87 




NCBI Description 


(AC006260) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


296322 




Seq. ID 


LIB3088-045-Q1-K1-B9 




Method 


BLASTX 




NCBI GI 


gl711618 




BLAST score 


234 




E value 


2.0e-19 




Match length 


78 




% identity 


47 


3 >gi_1085993_pir S51765 


NCBI Description 


LOW AFFINITY SULPHATE TRANSPORTER 


low affinity sulphate transporter 


- Stylosanthes hamata 




>gi_607188_emb_CAA57831_ (X82454) 


low affinity sulphate 



transporter [Stylosanthes hamata] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



296323 

LIB3088-045-Q1-K1-E7 

BLASTX 

g4455367 

2l0 

l.Oe-16 



41500 



Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
^NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



# 

99 
45 

(AL035524) putative protein [Arabidopsis thaliana] 
296324 

LIB3088-045-Q1-K1-H6 
BLASTN 
g3821780 
36 

7.0e-ll 
48 
67 

Xenopus laevis cDNA clone 27A6-1 
296325 

LIB3088-04 6-Q1-K1-A7 
BLASTN 
g531828 
41 

8 .Oe-14 
73 
89 

Cloning vector pSportl, complete cds 
296326 

LIB3088-04 6-Q1-K1-B1 
BLASTN 
gl3904 
73 

3.0e-33 
165 
87 

Maize mitochondrial cytochrome b gene 



296327 

LIB3088-04 6-Q1-K1-C11 

BLASTN 

g3925236 

84 

l.Oe-39 

136 

94 

Zea mays 6-phosphogluconate dehydrogenase gene, partial cds 
296328 

LIB3088-04 6-Q1-K1-E8 

BLASTX 

g3152605 

202 

8.0e-20 

76 

64 

{AC0044 82) hypothetical protein [Arabidopsis thaliana] 
296329 

LIB3088-04 6-Q1-K1-F11 
BLASTX 



41501 



NCBI GI 


g2842493 


BLAST score 


155 


E value 


o . Ue-lU 


Match length 


01 


% identity 


55 


NCBI Description 


[f\\i\)/ri / 4 J preQlCtea. prOLc-Lli l_riJ-a.JJ-LU.U^oxo uiidx j-ciiia J 


Seq. No. 


o ri /" o o rv 

296330 


Seq. ID 




Method 


BLAbTX 


NCBI GI 


g2062405 


BLAST score 


180 


E value 


3 . Ue-13 


Match length 


74 


% identity 


47 


NCBI Description 


(U/yUll) cytocnroitie do [tsorago orncmaxisj 


Seq. No. 


296331 


Seq. ID 


LIB JUoo-U4 o-yi-i\l— c y 


Method 


BLASTN 


NCBI GI 


g397395 


BLAST score 


152 


E value 


n A on 

3 . Oe-oU 


Match length 


164 


identity 


98 


NCBI Description 


Z.inays MNBlo itiKNA tor UNA-oxnaing prouein 


Seq. No. 


296332 


Seq. ID 


LIB3088-046-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g2736147 


BLAST score 


150 


E value 


8.0e-10 


Match length 


39 


% identity 


79 


NCBI Description 


{AF021804) fatty acia nyaroxylase ianip L-^^^^j^iciopsis 


thaliana] >gx 3132481 (ACQ03096) fatty acxa nyaroxyic 




FAHl [Arabidopsis thaliana] 


Seq. No. 


296333 


Seq. ID 


LIB3Uoo-u4o-s21~J^l~^-LU 


Method 


BLASTX 


NCBI GI 


g2245036 


BLAST score 


272 


E value 


6.0e-24 


Match length 


111 


% identity 


60 


NCBI Description 


(Z97342) triacylglycerol lipase homolog [Arabidopsis 




thaliana] 


Seq. No. 


296334 


beq. ID 


T Tn'^npp— n A 7 — ni — Pfi — n9 

LiXoOUoO U4 f \l± r\.± U^i 


Method 


BLASTX 


NCBI GI 


gl574938 


BLAST score 


235 


E value 


l.Oe-19 


Match length 


57 



41502 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 

(U34726) superoxide dismutase 4 [Zea mays] 
296335 

LIB3088-047-Q1-K1-D5 

BLASTX 

g927577 

154 

3,0e-10 

75 
40 

{U12927) alpha-galactosidase [Phaseolus vulgaris] 
296336 

LIB3088-047-Q1-K1-E9 

BLASTX 

g3785995 

510 

7.0e-52 

114 

80 

(AC0054 99) unknown protein [Arabidopsis thaliana] 
296337 

LIB3088-047-Q1-K1-F3 

BLASTX 

g2632105 

405 

l.Oe-39 

96 

78 

{Z98760) arginyl-tRNA synthetase [Arabidopsis thaliana] 
>gi_4539426_emb_CAB38959.1_ {AL049171) arginyl-tRNA 
synthetase [Arabidopsis thaliana] 

296338 

LIB3088-047-Q1-K1-H9 

BLASTX 

g2827139 

191 

6.0e-15 

71 

56 

(AF027172) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] >gi_404 9343_emb_CAA22568_ {AL034567) 
cellulose synthase catalytic subunit (RSWl) [Arabidopsis 
thaliana] 



Seq. No. 296339 

Seq. ID LIB3088-049-Q1-K1-C2 

Method BLASTX 

NCBI GI g2632252 

BLAST score 176 

E value l.Oe-12 

Match length 52 

% identity 63 

NCBI Description (Y12464) serine/threonine kinase [Sorghum bicolor] 



41503 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296340 

LIB3088-049-Q1-K1-E1 

BLASTX 

g3927831 

203 

8.0e-16 

108 
48 

(AC005727) similar to mouse ankyrin 3 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296341 

LIB3088-049-Q1-K1-F5 

BLASTX 

gl705585 

305 

5.0e-28 

96 

69 

PHOSPHOENOLPYRUVATE CARBOXYLASE 2 (PEPCASE) 

>gi_82710_pir JH0667 phosphoenolpyruvate carboxylase (EC 

4.1.1.31) C3-form - maize >gi_429149_einb_CAA4 3709_ (X61489) 
phosphoenolpyruvate carboxylase [Zea mays] 

296342 

LIB3088-049-Q1-K1-F7 

BLASTN 

g2668741 

151 

l.Oe-79 

227 

92 

Zea mays glycine-rich RNA binding protein (GRP) mRNA, 
complete cds 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296343 

LIB3088-050-Q1-K1-A7 

BLASTX 

g3309086 

298 

4.0e-27 

93 
67 

(AF07 6253) calcineurin B-like protein 3 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296344 

LIB3088-050-Q1-K1-C2 

BLASTX 

g729671 

200 

7.0e-16 

66 

70 

HISTONE H2A >gi_473603 



(U08225) histone H2A [Zea mays] 



41504 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296345 

LIB3088-050-Q1-K1-F4 

BLASTN 

g22484 

73 

7.0e-33 

213 

84 

Z.mays RNA for superoxide dismutase Sod4A 



29634 6 

LIB3088-050-Q1-K1-F5 
BLASTX 
g538607 
164 

3.0e-14 
70 
67 

superoxide dismutase (EC 1 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



,15.1.1) (Cu-Zn) 4A - maize 



>gi_1885354 (U34727) superoxide dismutase 4A [Zea mays] 
296347 

LIB3088-050-Q1-K1-F6 

BLASTX 

g4586265 

160 

6.0e-ll 

105 

34 

(AL049640) putative protein [Arabidopsis thaliana] 
296348 

LIB3088-050-Q1-K1-G10 

BLASTX 

g663070 

330 

8.0e-31 

96 

76 

(X77806) histone H4 [Pyrenomonas salina] 
296349 

LIB3088-058-Q1-K1-A2 

BLASTN 

g22356 

86 

l.Oe-40 

186 

87 

Maize mRNA for light-harvesting chlorophyll a/b binding 
protein LHCP 

296350 

LIB3088-058-Q1-K1-B4 

BLASTX 

gl346809 

25S 



41505 



E value l.Oe-22 
Match length 75 
% identity 65 

NCBI Description PATHOGEN-RELATED PROTEIN >gi_4 99074_emb_CAA34 641_ (X16648) 
pathogenesis related protein [Hordeum vuigare] 



Seq, No. 296351 

Seq. ID LIB3088-058-Q1-K1-B6 

Method BLASTX 

NCBI GI g3128209 

BLAST score 228 

E value 2.0e-19 

Match length 117 

% identity 54 

NCBI Description (AC004077) unknown protein [Arabidopsis thaliana] 

Seq. No. 296352 

Seq. ID LIB3115-001-Q1-K1-B8 

Method BLASTX 

NCBI GI g461999 

BLAST score 156 

E value 3.0e-10 

Match length 39 

% identity 79 

NCBI Description ELONGATION FACTOR G, CHLOROPLAST PRECURSOR (EF-G) 

Seq. No. 296353 

Seq. ID LIB3115-001-Q1-K1-C8 

Method BLASTX 

NCBI GI g4504771 

BLAST score 318 

E value 2.0e-29 

Match length 85 

% identity 66 



NCBI Description integrin beta 4 binding protein 

>gi_3122258_sp_P56537_IF6_HUMAN EUKARYOTIC TRANSLATION 
INITIATION FACTOR 6 (EIF-6) (B4 INTEGRIN INTERACTOR) (CAB) 
>gi_2809383 (AF022229) translation initiation factor 6 
[Homo sapiens] >gi_2910997_emb_CAA72243_ (yil435) b4 
integrin interactor [Homo sapiens] >gi_3335506 {AF047433) 
b(2)gcn homolog [Homo sapiens] 



Seq. No. 296354 

Seq. ID LIB3115- 

Method BLASTN 

NCBI GI g531828 

BLAST score 43 

E value 5.0e-15 

Match length 7 9 

% identity 8 9 
NCBI Description Cloning 



001-Q1-K1-D7 



vector pSportl, complete cds 



Seq. No. 296355 

Seq. ID LIB3115-001-Q1-K1-E3 

Method BLASTX 

NCBI GI g2827704 

BLAST score 200 



41506 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-15 

63 

57 

(AL021684) LRR-like protein [Arabidopsis thaliana] 
296356 

LIB3115-001-Q1-K1-E6 

BLASTX 

gl41597 

285 

3.0e-36 

150 

62 

ZE IN- ALPHA PRECURSOR {19 KD) (CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi"22545_ernb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 



Seq* No. 


296357 


Seq. ID 


LIB3115-001-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g217909 


BLAST score 


272 


E value 


4.0e-24 


riaucn ±engT-.n 




% identity 


56 


NCBI Description 


(D14044) glycolate oxidase [Cucurbita 


Seq. No. 


296358 


Seq. ID 


LIB3115-002-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g2911076 


BLAST score 


151 


E value 


l.Oe-09 


Match length 


45 


% identity 


62 


NCBI Description 


(AL021960) putative protein [Arabidop; 


Seq. No. 


296359 


Seq. ID 


LIB3115-002-Q1-K1-B1 


Method 


BLASTN 


NCBI GI 


g2665839 


BLAST score 


92 


E value 


3.0e-44 


Match length 


367 


% identity 


82 


NCBI Description 


Zea mays putative histone deacetylase 




cds 


Seq, No. 


296360 


Seq. ID 


LIB3115-002-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g3386621 


BLAST score 


241 


E value 


2.0e-20 


Match length 


62 


% identity 


71 



41507 



NCBI Description (AC004665) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296361 

LIB3115-002-Q1-K1-F8 

BLASTX 

g2511574 

181 

3.0e-13 

108 
47 

(Y1317 6) multicatalytic endopeptidase [Arabidopsxs 
thaliana] >gi_3421075 {AF043520) 20S proteasome subunit 
PABl [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296362 

LIB3115-002-Q1-K1-G2 

BLASTN 

g3043528 

292 

l.Oe-163 

353 

98 

Zea mays mRNA for flavin containing polyamine oxidase (PAG) 
296363 

LIB3115-003-Q1-K1-F9 

BLASTX 

g445612 

234 

8.0e-20 

90 

53 

ribosomal protein S19 [Solanum tuberosum] 
296364 

LIB3115-003-Q1-K1-G10 

BLASTX 

g3928150 

222 

4.0e-18 

66 

61 

(AJ13104 9) hypothetical protein [Cicer arietmum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296365 

LIB3115-005-Q1-K1-D12 

BLASTX 

g4185740 

444 

4.0e-44 
150 
62 

{AF079999) 
thaliana] 



putative glutamate receptor [Arabidopsis 



Seq. No. 
Seq. ID 



296366 

LIB3115-005-Q1-K1-F2 



41508 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll22315 

200 

8.0e-16 

97 

51 

(X94191) 



heat shock protein 17.0 [Pennisetum glaucum] 



.296367 

LIB3115-005-Q1-K1-F9 

BLASTN 

g2623247 

81 

l.Oe-37 

157 

98 

Zea mays SUl isoamylase (sugaryl) 



gene^ complete cds 



296368 

LIB3115-005-Q1-K1-H11 

BLASTN 

g22292 

50 

2.0e-19 

82 

90 

Z.mays mRNA for glycine-rich protein 
296369 

LIB3115-005-Q1-K1-H6 

BLASTX 

g2668742 

422 

2.0e-41 

86 

95 

(AF034 945) glycine-rich RNA binding protein [Zea mays] 
296370 

LIB3115-006-Q1-K1-C10 

BLASTX 

g2088647 

195 

6.0e-20 

98 

54 

(AF002109) hypothetical protein [Arabidopsis thaliana] 
>gi_3158394 (AF036340) LRR-containing F-box protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



296371 

LIB3115-006-Q1-K1-C2 

BLASTX 

g730588 

187 

l.Oe-14 
64 



41509 



CI 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



59 

MITOCHONDRIAL 60S RIBOSOMAL PROTEIN L5 
296372 

LIB3115-006-Q1-K1-C4 

BLASTX 

g4510385 

280 

7.0e-25 

129 

48 

{AC007017) unknown protein [Arabidopsis thaliana] 
296373 

LIB3115-G06-Q1-K1-D2 

BLASTX 

g4510385 

271 

7.0e-24 

94 

62 

{AC007017) unknown protein [Arabidopsis thaliana] 
296374 

LIB3115-006-Q1-K1-E1 

BLASTX 

g451265l'^' 

261 

l.Oe-22 
110 
43 

(AC007048) 
thaliana] 



putative tyrosine transaminase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



296375 

LIB3115-006-Q1-K1-F1 

BLASTN 

gl403523 

42 

7.0e-15 

66 

91 

Plasmid pIJ2581 tsr & glkA genes 
296376 

LIB3115-006-Q1-K1-G3 

BLASTN 

g22537 

86 

9.0e-41 

229 
88 

Maize mRNA for zein polypeptide 
296377 

LIB3115-006-Q1-K1-H3 
BLASTN 



(clone M6) 



41510 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g22445 
109 

2.0e-54 

232 

88 

Zea mays ZMPMSl gene for 19 kDa zein protein 
296378 

LIB3115-007-Q1-K1-A3 

BLASTX 

g4490706 

320 

9.0e-30 

81 

81 

(AL035680) putative protein [Arabidopsis thaliana] 
296379 

LIB3115-007-Q1-K1-G5 

BLASTX 

g4455190 

143 

5.0e-09 

90 

40 

{AL035440) putative protein [Arabidopsis thaliana] 
296380 

LIB3115-007-Q1-K1-H5 

BLASTN 

gl944204 

40 

3.0e-13 

56 

93 

Oryza sativa mRNA for RicMT, complete cds 
296381 

LIB3115-008-Q1-K1-A9 

BLASTX 

g3860020 

245 

6.0e-21 

113 

46 

(AF091091) unknown [Homo sapiens] 
296382 

LIB3115-008-Q1-K1-C8 

BLASTN 

gl377914 

35 

9.0e-ll 

59 

90 

Cloning vector pEGFP-Cl, complete sequence, enhanced green 
fluorescent protein (egfp) and neomycin phosphotransferase 



41511 



genes / complete cds 



Seq. No. 




Seq. ID 


LIB3115- 


Method 


BLASTX 


NCBI GI 


goZyoo4U 


BLAST score 


1 an 
ib / 


E value 


4 . ue-lz 


Match length 


b4 


% identity 




NCBI Description 


(ACUu4oo 


Seq. No. 


0 Q Q ^ 

zyDoo4 


Seq. ID 


LIB3110- 


Method 


BLASTX 


NCBI GI 


g82696 


BLAST score 




E value 


i . Ue-zU 


Match length 


51 


% identity 


Q Q 

00 


NCBI Description 


glycine- 




(X61121) 


Seq. No. 


z y oooo 


Seq. ID 


LIB3115- 


Method 


BLASTX 


NCBI GI 


gl345881 


BLAST score 


280 


E value 


5.0e-25 


Match length 


98 


% identity 


56 



unknown protein [Arabidopsis thaliana] 



NCBI Description 



CYTOCHROME 
>gi_414705 
sativa] 



B5 >gi_107 6743_pir S46307 cytochrome b5 - rice 

emb CAA53366 (X75670) cytochrome b5 [Oryza 



Seq. No. 


296386 




Seq. ID 


LIB3115- 


008-Q1-K1-H9 


Method 


BLASTX 




NCBI GI 


gl68701 




BLAST score 


150 




E value 


l.Oe-20 




Match length 


68 




% identity 


82 


zein [Zea mays] 


NCBI Description 


(M60837) 


Seq. No. 


296387 




Seq. ID 


LIB3115- 


009-Q1-K1-B2 


Method 


BLASTX 




NCBI GI 


g517500 




BLAST score 


154 




E value 


2.0e-10 




Match length 


75 




% identity 


56 




NCBI Description 


(M87435) 


precursor of the 



protein [Zea mays] >gi_444338_prf_ 
0E17 protein [Pisum sativxom] 



1906386A photosystem II 



41512 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296388 

LIB3115-009-Q1-K1-B7 

BLASTX 

g4539002 

200 

l.Oe-15 

75 

59 

{AL04 9481) putative protein [Arabidopsis thaliana] 
296389 

LIB3115-009-Q1-K1-D3 

BLASTN 

g559535 

207 

l.Oe-113 

307 

92 

Z.mays mRNA for metallothionein 



Seq. No. 296390 

Seq. ID LIB3115-009-Q1-K1-E12 

Method BLASTN 

NCBI GI gl68704 

BLAST score 72 

E value l.Oe-32 

Match length 128 

% identity 89 

NCBI Description Zea mays zein protein gene, complete cds 

Seq. No. 296391 

Seq. ID LIB3115-009-Q1-K1-F1 

Method BLASTX 

NCBI GI g2832243 

BLAST score 222 

E value 4.0e-18 

Match length 106 

% identity 55 

NCBI Description {AF031569) 22-kDa alpha zein 4 [Zea mays] 

Seq. No. 296392 

Seq. ID LIB3115-009-Q1-K1-F10 

Method BLASTX 

NCBI GI g520570 

BLAST score 438 

E value 2.0e-43 

Match length 119 

% identity 71 

NCBI Description (U12315) peroxidase [Cenchrus ciliaris] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



296393 

LIB3115-009-Q1-K1-G4 

BLASTX 

g531829 

158 

l.Oe-10 
78 
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% identity 

NCBI Description 



40 

(U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 



Seq. No, 


296394 


Seq. ID 


LIB3115-010-Q1-K1-A1 


Method 


BLASTN 


NCBI GI 


g397395 


BLAST score 


97 


E value 


2.0e-47 


Match length 


157 


% identity 


90 


NCBI Description 


Z.mays MNBlb mRNA for DNA-i 


Seq. No. 


296395 


Seq. ID 


LIB3115-010-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


gll73275 


BLAST score 


204 


E value 


l.Oe-18 


Match length 


88 


% identity 


64 


NCBI Description 


CHLOROPLAST 30S RIBOSOMAL 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_2119068_pir S58630 ribosomal protein S7 - maize 

chloroplast >gi_902274_emb_CAA60339_ (X86563) ribosomal 
protein S7 [2ea mays] >gi_902298_emb_CAA60362_ (X86563) 
ribosomal protein S7 [Zea mays] 

296396 

LIB3115-010-Q1-K1-C12 

BLASTN 

g998429 

51 

3.0e-20 

67 

94 

GRFl=general regulatory factor [Zea mays, XL80, Genomic, 
5348 nt] 

296397 

LIB3115-010-Q1-K1-C2 

BLASTX 

g2668742 

284 

l.Oe-25 

81 

73 

(AF034 945) glycine-rich RNA binding protein [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



296398 

LIB3115-010-Q1-K1-E12 

BLASTN 

g998429 

79 

l.Oe-36 

244 

83 
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NCBI Description 



GRFl==general regulatory factor [Zea mays, XL80, Genomic, 
5348 nt] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI' Description 



296399 

LIB3115-010-Q1-K1-F4 

BLASTX 

g82733 

330 

8.0e-31 

102 
70 

ubiquitin fusion protein UBF9 - maize >gi_168 651 {M68 937) 
ubiquitin fusion protein [Zea mays] >gi_902527 (U29161) 
ubiquitin fusion protein [Zea mays] 

>gi_1589388_prf 2211240B ubiquitin fusion protein [Zea 

mays] 

296400 

LIB3115-010-Q1-K1-G1 

BLASTN 

g454880 

62 

3.0e-26 

92 

92 

Rice mRNA for WSI724 protein induced by water stress, 
complete cds 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296401 

LIB3115-010-Q1-K1-G12 

BLASTX 

g2947070 

155 

9.0e-ll 

55 

58 

{AC002521) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No. 


296402 


Seq. ID 


LIB3115-010- 


Method 


BLASTN 


NCBI GI 


gl673455 


BLAST score 


40 


E value 


l.Oe-13 


Match length 


56 


% identity 


93 


NCBI Description 


Z.mays rubis 


Seq. No. 


296403 


Seq. ID 


LIB3115-010- 


Method 


BLASTX 


NCBI GI 


gl41603 


BLAST score 


269 


E value 


9.0e-24 


Match length 


80 


% identity 


70^ 
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NCBI Description ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) - maize 

>gi_22529_einb_CAA24723_ (V0147 6) zein [Zea mays] 



Seq. No. 


296404 


Seq. ID 


LIB3115-011-Q1-K1-C7 


Method 


BLASTN 


NCBI GI 


gl68579 


BLAST score 


219 


E value 


l.Oe-120 ^ 


Ma-tch length 


275 


% identity 


95 


NCBI Description 


Maize pyruvate, orthophosphate dikinase mRNA, completi 


Seq. No. 


296405 


Seq. ID 


LIB3115-011-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g551047 


BLAST score 


413 


E value 


8.0e-41 


Match length 


97 


% identity 


80 


NCBI Description 


(X79277) type II LHCI [Lolium temulentum] 


Seq. No. 


296406 


Seq. ID 


LIB3115-011-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


gl778141 


BLAST score 


275 


E value 


l.Oe-24 


Match length 


99 


% identity 


55 


NCBI Description 


(U66321) phosphate /phosphoenolpyruvate translocator 




precursor; PPT [Arabidopsis thaliana] 


Seq. No. 


296407 


Seq. ID 


LIB3115-012-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl237250 


BLAST score 


222 


E value 


2.0e-18 


Match length 


82 


% identity 


50 


NCBI Description 


(X96784) cytochrome P450 [Nicotiana tabacum] 


Seq. No. 


296408 


Seq. ID 


LIB3115-012-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g2738248 


BLAST score 


298 


E value 


4.0e-27 


Match length 


95 


% identity 


63 


NCBI Description 


{U97200) cobalamin-independent methionine synthase 




[Arabidopsis thaliana] 



Seq. No. 296409 
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Seq. ID LIB3115-012-Q1-K1-D10 

Method BLASTN 

NCBI GI g3355716 

BLAST score 154 

E value 3.0e-81 

Match length 191 

% identity 95 

NCBI Description Zea mays mRNA for seryl-tRNA synthetase 



Seq. No. 296410 

Seq. ID LIB3115-012-Q1-K1-F6 

Method BLASTX 

NCBI GI g629862 

BLAST score 260 

E value l.Oe-22 

Match length 121 

NCBI^Desc^iption zein Zdl, 19K - maize >gi_535021_emb_CAA47 640_ (X67203) 
zein Zdl .(19 kDa zein) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296411 

LIB3115-013-P1-K1-A4 

BLASTX 

g2832247 

179 

3.0e-13 

82 
51 

(AF031569) 22-kDa alpha zein 10 [Zea mays] 
296412 

LIB3115-013-P1-K1-C11 

BLASTX 

g2564920 

178 

4.0e-13 

^ 50 
70 

(AF025951) heat-shock cognate protein 70; Hsc70 
[Dictyostelium discoideum] 

296413 

LIB3115-013-P1-K1-D9 

BLASTX 

g4098880 

312 

8.0e-29 

72 

85 ... 
{U80970) heat shock protein 70B/SSB1 [Pneumocystis carmii 

f. sp. hominis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



296414 

LIB3115-013-P1-K1-E5 

BLASTX 

gl68586 

226 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 



3.0e-19 

56 

80 

(M58656) 



pyruvate, orthophosphate dikinase [Zea mays] 



296415 

LIB3115-013-P1-1<1- 
BLASTX 



■E9 



JNL-ol \3± 


yx 1 c. >J ^ 


oijri.O i SCOXC 


^ 


Hi VaXUtJ 


2 Oe-20 


riai^oii Xcxiy uii 


1 91 


% identity 


40 


NCBI Description 


HYPOTHETICAL PROTEIN C19G10 






L oCnx ZOSaCCIla.x Uiuyoco pUiLUJtJj 


Seq. No* 


Z ^ Dfi X D 


Seq. ID 


T Tn'51 ^ t^ — Pii "^ — Dl — Tiri — 
ialBJliO Ulo — irl— JTvx-'r / 


Method 


DT 7i CTV 

bLAo i A 


NCBI (ai 


g^z u 0 ju o 


bLiioi score 




E value 


z . Ue-bl 


Match length 


119 


% identity 


94 


NCBI Description 


(A£U4yixUj prpol [Ziea inaysj 


Seq. No. 


29641 / 


Seq. ID 


Jjlt5J>xX0 UIj irx JaX CO 


Method 


BIiAoi A 


NCBI GI 


— Q O C^^C\ 

gozDou 




211 


E value 


2.0e-17 


Match length 


62 


% identity 


68 


NCBI Description 


19K zein precursor (clone Z 




>gi 809117_emb_CAA24720_ (V 


Seq, No. 


296418 


Seq. ID 


LIB3115-013-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g2506443 


BLAST score 


338 


E value 


l.Oe-31 


Match length 


78 



hypothetical protein 



zein [Zea mays] 



% identity 

NCBI Description 



87 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAS T >gi_2 11752 0_p i r JQ 1285 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_emb_CAA66816_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) [Arabidopsis thaliana] 



Seq. No. 



296419 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3115-014-P1-K1-B3 

BLASTX 

gll5779 

293 

4,0e-27 

99 
67 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi_81772_pir JA017 9 chlorophyll a/b-binding 

protein precursor - soybean (fragment) >gi_169933 (M21396) 
chlorophyll a/b-binding protein precursor [Glycine max] 



Seq. No. 


296420 


DSq. lu 


Xj±iD~j 1 XD U 1 4 IT X iS-i oO 


Method 


BLASTX 


NCBI GI 


g2832246 


BLAST score 


218 


E value 


l.Oe-17 


Match length 


103 


% identity 


50 


NCBI' Description 


(AF031569) 22-kDa alpha zein 8 


Seq. No. 


296421 


Seq. ID 


LIB3115-014-P1-K1-B9 


Method 


BLAb i N 


NCBI GI 


g236729 


BLAST score 


54 


E value 


l.Oe-21 


Match length 


70 


% identity 


94 


NCBI Description 


metallothionein homologue [Zea 


Seq. No. 


296422 


Seq. ID 


LIB3115-014-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g20733 


BLAST score 


226 


t va±ue 


o . ue ly 


Match length 


66 


% identity 


73 


NCBI Description 


(X15188) precursor C-terminal ; 




[Pisum sativum] 


Seq. No. 


296423 


Seq. ID 


LIB3115-014-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g4106577 


BLAST score 


206 


E value 


4.0e-16 


Match length 


76 


% identity 


57 


NCBI Description 


(AL031866) ORFIO, len: 268 aa 




N-formylglutamate amidohydrolaj 




AF03297 0_3, Fasta scores: opt: 




in 2 60 aa overlap [Yersinia pe; 


Seq. No. 


296424 



[2ea mays] 



Genomic/mRNA, 1859 nt] 



(AA -80 to 367) 



hutG, highly similar to 
)e,from Pseudomonas putida 
1057, E(): 0, 59.6% identity 
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# • 



Seq. ID 


LIB3115-014-P1-K1- 


DIO 


Method 


BLASTN 




NCBI GI 


a2645165 




BLAST score 


49 




E value 


l.Oe-18 




Match length 


73 




% identity 


92 




NCBI Description 


Oryza sativa mRNA, 


similar to ribosomal 


Seq. No. 


296425 




Seq. ID 


LIB3115-014-P1-K1- 


D3 


Method 


BLASTX 




NCBI GI 


gl723177 




BLAST score 


215 




E value 


2.0e-17 




Match length 


82 




% identity 


50 




NCBI Description 


HYPOTHETICAL 13.8 


KD PROTEIN SLR0709 



>gi_1361332_pir S56682 hypothetical protein 2 - 

Synechocystis sp >gi_1006602_dbj_BAA10755_ (D64005) 
hypothetical protein [Synechocystis sp.] 

>gi_1006750_emb_CAA54 600_ (X77454) 0RF2 [Synechocystis sp.] 



Seq. No. 




Seq. ID 


LIB3115-014-P1-K1-E5 


Method 


BLASTN 


NCBI GI 


g3819345 


BLAST score 


62 


E value 


3.0e-26 


Match length 


218 


% identity 


82 


NCBI Description 


Hordeum vulgare genomic DNA fragment; clone MWG0803 


Seq. No. 


296427 


Seq- ID 


LIB3115-015-P1-K1-C4 


Method 


BLASTN 


NCBI GI 


g532622 


BLAST score 


38 


E value 


6.0e-12 


Match length 


165 


% identity 


91 


NCBI Description 


2ea mays lipase (LIP) mRNA, complete cds 


Seq. No. 


296428 


Seq. ID 


LIB3115-015-P1-K1-F11 


Method 


BLASTN 


NCBI GI 


g22548 


BLAST score 


54 


E value 


4.0e-22 


Match length 


58 


% identity 


98 


NCBI Description 


Maize chimeric zein/beta-phaseolin gene 3 'end region 


Seq. No. 


296429 


Seq. ID 


LIB3115-015-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g2262105 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195 

6.0e-15 

61 

61 

(AC002343) unknown protein [Arabidopsis thaliana] 



296430 

LIB3115-015-P1-K1-F5 

BLASTX 

g542176 

252 

l.Oe-21 

111 

51 

probable finger protein WZFl - wheat 
>gi_485814_dbj_BAA03901_ (D16415) WZFl 
>gi 485816 dbj__BAA03902_ {D16416) WZFl 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Triticum aestivum] 
[Triticum aestivum] 



296431 

LIB3115-015-P1-K1-G1 

BLASTX 

gll2994 

212 

l.Oe-17 

46 

91 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi 82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb__CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

296432 

LIB3115-016-P1-K1-B4 

BLASTX 

g4455232 

236 

3.0e-21 

88 
60 

(AL035523) putative protein [Arabidopsis thaliana] 
296433 

LIB3115-016-P1-K1-D12 

BLASTX 

g2145477 

229 

l.Oe-26 

123 

58 

(X91406) phosphoenolpyruvate carboxylase [Tillandsia 
usneoides] 



Seq. No. 
Seq. ID 
Method 



296434 

LIB3115-016-P1-K1-F5 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2612826 
181 

2.0e-13 

57 

68 

(AJ002731) ribosomal protein s30 [Schizosaccharomyces 
pombe] >gi_4581509_emb_CAA17057.2_ (AL021839) ribosomal 
protein s30 [Schizosaccharomyces pombe] 

296435 

LIB3115-017-P1-K1-A8 

BLASTN 

gl68436 

56 

6.0e-23 
60 
98 

Zea mays catalase (Cat3) 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gene, complete cds 



296436 

LIB3115-017-P1-K1-C1 

BLASTX 

gl710752 

217 

l.Oe-17 

102 

45 

PROBABLE 40S RIBOSOMAL PROTEIN S25 >gi_1118105 (U41558) 
coded for by C. elegans cDNA CEMSA31R; coded for by C. 
elegans cDNA ykll6e4.5; coded for by C. elegans cDNA 
yk94bll.5; coded for by C. elegans cDNA yk90dl.5; coded for 
by C. elegans cDNA CEESK93F; coded for by C. elegans cDNA 
yk94bl 

296437 

LIB3115-017-P1-K1-D3 

BLASTX 

g4582468 

188 

3.0e-14 

65 

58 

{AC007071) putative 40S ribosomal protein; contains 
C-terminal domain [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



296438 

LIB3115-017-P1-K1-E11 

BLASTN 

g3550984 

71 

l.Oe-31 

151 

87 

Oryza sativa mRNA for OsS5a, complete cds 
296439 

LIB3115-017-P1-K1-E4 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl835731 

195 

6.0e-15 

72 
56 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 
296440 

LIB3115-017-P1-K1-E5 

BLASTX 

gl709619 

214 

3.0e-17 

75 
64 

PROTEIN DISULFIDE ISOMERASE PRECURSOR (PDI) / 
DOLICHYL-DIPHOSPHOOLIGOSACCHARIDE-PROTEIN GLYCOTRANSFERASE 
(GLYCOSYLATION SITE-BINDING CHAIN) (GSBP) 

>gi__2146814_pir S69181 protein disulfide isomerase (EC 

5.374.1) precursor - maize >gi_625148 (L39014) protein 
disulfide isomerase [Zea mays] 

296441 

LIB3115-018-P1-K1-A6 

BLASTX 

g3522929 

438 

l.Oe-43 

97 

84 

(AC002535) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] >gi_3738279 (AC005309) putative 
dTDP-glucose 4-6-dehydratase [Arabidopsis thaliana] 

296442 

LIB3115-018-P1-K1-A7 

BLASTX 

g3522929 

165 

l.Oe-11 

46 

72 

{AC002535) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] >gi_3738279 {AC005309) putative 
dTDP-glucose 4-6-dehydratase [Arabidopsis thaliana] 

296443 

LIB3115-018-P1-K1-B7 

BLASTX 

g2827992 

273 

4.0e-24 

89 
54 

{AF034743) UDP-glucuronosyltransf erase [Pisum sativum] 



41523 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296444 

LIB3115-018-P1-K1-F10 

BLASTN 

g3450892 

55 

3.0e-22 

75 

93 

Avena fatua ras-like small monomeric GTP-binding protein 
(SARI) mRNA, complete cds 

296445 

LIB3115-018-P1-K1-G8 

BLASTX 

g4455254 

154 

3.0e-10 

72 

49 

{AL035523) putative protein [Arabidopsis thaliana] 



296446 

LIB3115-019-P1-K1-C8 

BLASTX 

gl750404 

169 

6.0e-12 

60 

52 

(U80953) Similar to 40S ribosomal protein S29; coded for by 
C. elegans cDNA cml0c2; coded for by C. elegans cDNA 
yk61d8.5; coded for by C. elegans cDNA ykl07e8.5; coded for 
by C. elegans cDNA CEESF55F; coded for by C. elegans cDNA 
ykl07e8.3; 



Seq, No. 296447 

Seq. ID LIB3115-020-P1-K1-A2 

Method BLASTX 

NCBI GI g551047 

BLAST score 215 

E value 8,0e-18 

Match length 58 

% identity 72 

NCBI Description (X79277) type II LHCI [Lolium temulentm] 

Seq. No. 296448 

Seq. ID LIB3115-020-P1-K1-B7 

Method BLASTX 

NCBI GI g2149640 

BLAST score 210 

E value 3.0e-17 

Match length 65 

% identity 63 

NCBI Description {U91995) Argonaute protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 296449 

Seq. ID LIB3115-02G-P1-K1-B8 



41524 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g730536 

164 

2.0e-ll 

76 

46 

60S RIBOSOMAL PROTEIN L23 >gi_310933 (L18915) 
protein subunit LI 7 [Nicotiana tabacum] 



60S ribosomal 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296450 

LIB3115-020-P1-K1-D5 

BLASTX 

g2494417 

254 

4.0e-22 

75 

72 

FRUCTOSE-1, 6-BISPHOSPHATASE, 
(D-FRUCTOSE-1, 6-BISPHOSPHATE 



CYTOSOLIC 

1- PHOSPHOHYDROLASE ) ( FBPASE ) 



>gi_1364071_pir S57717 fructose-1, 6-bisphosphatase (EC 

3.1.3.11) - sugarcane hybrid H65-7052 
>gi_895909_einb_CAA61409.1_ (X89006) fructose-1, 
6-bisphosphatase [Saccharum hybrid cultivar H65-7052] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296451 

LIB3115-020-P1-K1-E5 

BLASTN 

g2431766 

115 

7.0e-58 

190 

92 

Zea mays acidic ribosomal protein P3a (rpp3a) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



296452 

LIB3115-021-P1-K1-C5 

BLASTX 

g266578 

241 

2.0e-20 

56 

77 

METALLOTHIONEIN-LIKE PROTEIN 
metallothionein-like protein 



>gi_1008 98_pir S17560 

maize >gi_236730_bbs_57629 



{S57628) metallothionein homologue [Zea mays, Peptide, 76 
aa] [Zea mays] >gi_559536_emb_CAA57 67 6_ {X82186) 
metallothionein- like protein [Zea mays] 

>gi_228095__prf 1717215A metallothionein-like protein [Zea 

mays] 

296453 

LIB3115-021-P1-K1-D9 

BLASTX 

g3080425 

287 

6.0e-26 



41525 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71 
83 

(AL022604) putative protein [Arabidopsis thaliana] 
296454 

LIB3115-021-P1-K1-G9 

BLASTX 

g3914465 

187 

3.0e-14 

83 
54 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi 2981207 (AF052076) photosystem I complex PsaH subunit 
precursor [Zea mays] 

296455 

LIB3115-021-P1-K1-H1 

BLASTX 

gll5786 

231 

2.0e-19 

61 

79 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi 82680 pir ^A29119 chlorophyll a/b-binding 

protein - maize >gi_22357_emb_CAA68451_ (Y00379) LHCP [Zea 
mays] 

296456 

LIB3115-021-P1-K1-H3 

BLASTX 

g2827548 

409 

4.0e-40 
131 
56 

(AL021635) cytochrome P450 
thaliana] 



- like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



296457 

LIB3115-022-P1-K1-C2 

BLASTX 

g2911043 

176 

8.0e-13 

75 

43 

(AL021961) putative protein [Arabidopsis thaliana] 
296458 

LIB3115-022-P1-K1-E9 

BLASTX 

gl66410 

379 

l.Oe-36 



41526 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 



112 
66 

(L07291) Alfin-1 [Medicago sativa] 
296459 

LIB3115-023-P1-K1-B8 

BLASTX 

g485518 

312 

6,0e-29 

60 

100 

ubiquitin / ribosomal protein CEP52 - rice 
>gi_303857_dbj_BAA02154_ (D12629) ubiquitin/ribosomal 
polyprotein [Oryza sativa] 

296460 

LIB3115-023-P1-K1-E10 

BLASTX 

g4115913 

150 

3.0e-10 

61 

43 

(AF118222) contains similarity to Iron/Ascorbate family of 
oxidoreductases (Pfam: PF00671, Score=307.1, E-2.2e-88, 
N=l) [Arabidopsis thaliana] >gi_4539409_emb__CAB40042 . 1_ 
(AL04 9524) putative flavanone 3-beta-hydroxylase 
[Arabidopsis thaliana] 

296461 

LIB3115-023-P1-K1-G2 

BLASTN 

gl68436 

61 

7.0e-26 

111 

90 

Zea mays catalase (Cat3) gene, complete cds 
296462 

LIB3115-023-P1-K1-H10 

BLASTX 

g4506621 

157 

4.0e-ll 

49 

63 

ribosomal protein L26 >gi_400990_sp_Q02877_RL26_HUMAN 60S 

RIBOSOMAL PROTEIN L26 >gi_423068_pir S33713 ribosomal 

protein L26 - human >gi_1071990_pir S48864 gene L26 

protein - mouse >gi_36115_emb_CAA4 9189_ (X69392) ribosomal 
protein L26 [Homo sapiens] >gi_565624_emb_CAA56716_ 
{X80699) L26 [Mus musculus] 

296463 

LIB3115-024-P1-K1-A11 



41527 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3256035 

151 

8.0e-10 

53 

51 

(714274) putative serine/threonine protein kinase [Sorghiim 
bicolor] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296464 

LIB3115-024-P1-K1-A9 

BLASTX 

g3327033 

284 

2.0e-25 
79 

(Z68198) 40S ribosomal protein [Schizosaccharomyces pombej 
296465 

LIB3115-024-P1-K1-E10 

BLASTX 

g544421 

159 

l.Oe-10 

39 

85 

GLYCINE-RICH RNA-BINDING PROTEIN 1 >gi_485420__pir S12311 

glycine-rich RNA-binding protein {clone SI) - sorghum 
(fragment) >gi_21623_emb_CAA40863_ (X57663) glycine-rich 
RNA-binding protein [Sorghum bicolor] 

296466 

LIB3115-025-P1-K1-B12 

BLASTX 

g4559358 

176 

l.Oe-12 

50 

68 

{AC006585) putative steroid binding protein [Arabidopsis 
thaliana] 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



296467 

LIB3115-025-P1-K1-B3 

BLASTN 

gl272684 

50 

4.0e-19 

62 

97 

Z.mays mRNA for acetyl CoA carboxylase (partial) 
296468 

LIB3115-025-P1-K1-B6 

BLASTX 

g4574320 



41528 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164 

3.0e-ll 

67 

57 

{AF117224) wound-induced protein WI12 [Mesembryanthemum 
crystallinum] 

296469 

LIB3115-025-P1-K1-C8 

BLASTX 

g3122625 

260 

6.0e-23 

90 
59 

PROBABLE 26S PROTEASE REGULATORY SUBUNIT SlOB >gi_2394434 
(AF024493) strong similarity to the AAA family of ATPases 
[Caenorhabditis elegans] 

296470 

LIB3115-025-P1-K1-F6 

BLASTX 

g466172 

173 

2.0e-12 

34 

100 

GTP-BINDING PROTEIN YPTM2 >gi_283056_pir B38202 ypt family 

- maize >gi_287835_emb_CAA44 919_ (X63278) yptm2 [Zea mays] 

296471 

LIB3115-026-P1-K1-A11 

BLASTX 

gl352681 

473 

l.Oe-47 

113 

80 

PROTEIN PHOSPHATASE 2C (PP2C) >gi_107 6391_pir S55457 

phosphoprotein phosphatase (EC 3.1.3.16) 2C - Arabidopsis 
thaliana >gi_633028_dbj_BAA07287_ (D38109) protein 
phosphatase 2C [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



296472 

LIB3115-026-P1-K1-A2 

BLASTN 

gl935910 

175 

8.0e-94 

247 

93 

Zea mays lethal leaf-spot 1 
296473 

LIB3115-026-P1-K1-H2 

BLASTN 

gl70784 



(llsl) gene, partial cds 



41529 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35 

4.0e-10 

59 

90 

Wheat ubiquitin carrier protein (UBCl) mRNA, complete cds 
296474 

LIB3115-026-P1-K1-H3 

BLASTX 

g548603 

345 

l.Oe-32 

106 

70 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi 478404_pir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 

296475 

LIB3115-028-P1-K1-A6 

BLASTN 

g22312 

117 

3.0e-59 

177 

92 

Maize ABA-inducible gene for glycine-rich protexn { ABA - 
abscisic acid) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



296476 

LIB3115-028-P1-K1-B10 

BLASTX 

g4G99090 

219 

3,0e-18 

63 

63 

(U83178) unknown [Arabidopsis thaliana] 
296477 

LIB3115-028-P1-K1-B4 

BLASTX 

g4335745 

275' 

2.0e-24 

133 

41 

(AC006284) putative hydrolase (contains an 
esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 

296478 

LIB3115-028-P1-K1-D8 

BLASTX 

gll73071 

303 



41530 




E value l.Oe-27 
Match length 113 

NCBI^DeSiption 60S ACIDIC RIBOSOMAL PROTEIN P2 (MINOR ALLERGEN ALT A 6) _ 

{ALT A VI) >gi_1085614_pir S43109 acidic ribosomal protein 

P2 - Alternaria alternata >gi_4 67 617_einb_CAA55066_ {X78222) 
minor allergen, ribosomal protein [Alternaria alternata] 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296479 

LIB3115-028-P1-K1-E3 

BLASTX 

g2245138 

542 

l.Oe-55 

136 

71 

(Z97344) hypothetical protein [Arabidopsis thaliana] 
296480 

LIB3115-028-P1-K1-F12 

BLASTX 

g2507443 

221 

2.0e-18 

72 

62 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 
KD CALLUS PROTEIN) {P23) >gi_1675196 (L47968) callus 
protein P23 [Pisum sativum] 



(23 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296481 

LIB3115-028-P1-K1-G3 

BLASTN 

g2331140 

43 

5.0e-15 

109 

85 

Oryza sativa water-stress inducible protein 
complete cds 



(WSI) mRNA, 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296482 

LIB3115-028-P1-K1-H8 

BLASTX 

gl41608 

293 

l.Oe-26 

94 

67 

ZEIN-ALPHA PRECURSOR (19 KD) (PMSl) >gi_100943_pir S15655 

zein, 19K - maize >gi_2244 6_emb_CAA37 651_ (X53582) 19 kDa 
zein [Zea mays] 



Seq. No. 
Seq, ID 
Method 
NCBI GI 



296483 

LIB3115-029-P1-K1-F7 

BLASTX 

g2459430 



41531 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



224 

2.0e-18 

91 

48 

(AC002332) putative CUC2 protein [Arabidopsis thaliana] 
296484 

LIB3115-030-P1-K1-A10 

BLASTX 

g4204265 

168 

l.Oe-11 

66 

47 

(AC005223) 45643 [Arabidopsis thaliana] 
296485 

LIB3115-030-P1-K1-A12 

BLASTX 

g2245066 

166 

8.0e-12 

80 

45 

{Z97342) Beta-Amylase [Arabidopsis thaliana] 
296486 

LIB3115-030-P1-K1-A4 

BLASTX 

g2982297 

209 

l.Oe-16 

69 

62 

{AF051233) KIAA0107-like protein [Picea mariana] 
296487 

LIB3115-030-P1-K1-B12 

BLASTN 

g2668739 

64 

2.0e-27 
152 
8 6 

Zea mays translation initiation factor G0S2 (TIF) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296488 

LIB3115-030-P1-K1-B4 

BLASTX 

g2245066 

203 

3.0e-16 

85 

44 

(Z97342) Beta-Amylase [Arabidopsis thaliana] 



41532 




Seq. No. 


296489 


Seq. ID 


LIB3115-030-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g2781345 


BLAST score 


245 


E value 


5.0e-21 


Match length 


80 


% identity 


55 


NCBI Description 


(AC003113) F2401.2 [Arabidopsis thaliana] 


Seq. No. 


296490 


Seq. ID 


LIB3115-030-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g445612 


BLAST score 


192 


E value 


l.Oe-14 


Match length 


73 


% identity 


53 


NCBI Description 


ribosomal protein S19 [Solanum tuberosum] 


Seq. No. 


296491 


Seq. ID 


LIB3115-030-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


gl20657^ 


BLAST score 


155 


E value 


3.0e-10 


Match length 


67 


% identity 


51 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A 



CHLOROPLAST >gi_66024_pir DEZMG3 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
maize >gi_168479 {M18976) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] >gi_7 63035_emb_CAA33455_ (X15408) 
glyceraldehyde-3-phosphate dehydrogenase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296492 

LIB3115-030-P1-K1-F10 

BLASTX 

g548774 

220 

8.0e-18 

118 
65 

60S RIBOSOMAL PROTEIN L7A >gi_542158_pir S38360 ribosomal 

protein L7a - rice >gi_303855_dbj_BAA02156_ (D12631) 
ribosomal protein L7A [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296493 

LIB3115-030-P1-K1-F7 

BLASTX 

g68029 

390 

l.Oe-37 

105 

72 

phosphoenolpyruvate carboxylase 



(EC 4.1.1.31) - maize 



41533 




>gi 22408_einb_CAA33317_ (X15239) PEP carboxylase [Zea mays] 

>gi~228 619_prf 1807332A phosphoenolpyruvate carboxylase 

[Zea mays] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296494 

LIB3115-030-P1-K1-H7 

BLASTX 

g2267595 

181 

3.0e-13 
52 

65 . ^ 

(AF009412) plastocyanin precursor [Oryza sativa] 

296495 

LIB3115-031-P1-K1-A12 

BLASTX 

g2944417 

304 

l.Oe-27 
88 

64 ... 
(AF049881) peroxidase FLXPER4 [Linum usitatissxmum] 

296496 

LIB3115-031-P1-K1-G2 

BLASTX 

gll71866 

158 

9.0e-ll 

54 
57 

NADH-UBIQUINONE OXIDOREDUCTASE 20 KD SUBUNIT PRECURSOR 

(COMPLEX I-20KD) (CI-20KD) >gi__629601_pir S4 8826 NADH 

dehydrogenase (ubiquinone) (EC 1.6,5.3) chain PSST - wild 
cabbage >gi_562282_emb_CAA57725_ (X82274) PSST subunit of 
NADH: ubiquinone oxidoreductase [Brassica oleracea] 



Seq. No. 296497 

Seq. ID LIB3115-031-P1-K1-G3 

Method BLASTX 

NCBI GI g3059131 

BLAST score 259 

E value 2.0e-22 

Match length 94 

% identity 50 ^ 

NCBI Description (AJ000478) cytochrome P450 [Helianthus tuberosus] 

Seq. No. 296498 

Seq, ID LIB3115-032-P1-K1-D11 

Method BLASTN 

NCBI GI g2326946 

BLAST score 65 

E value 5.0e-28 

Match length 125 



% identity «a . ^^^^ 

NCBI Description Z.mays mRNA for chlorophyll a/b-binding protein CP2 9 



41534 



Seq. No, 


296499 


Seq. ID 


LIB3115-032-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g4220594 


BLAST score 


229 


E value 


6.0e-19 


Match length 


96 


% identity 


47 


NCBI Description 


(AB011264) nicochianamine synthase 3 [Hordeum " 


Seq. No. 


296500 


Seq. ID 


LIB3115-034-P1-K2-A1 


Method 


BLASTX 


NCBI GI 


gl68701 


BLAST score 


369 


E value 


2.0e-35 


Match length 


100 


% identity 


80 


NCBI Description 


(M60837) zein [Zea mays] 


Seq. No. 


296501 


Seq. ID 


LIB3115-034-P1-K2-A2 


Method 


BLASTN 


NCBI GI 


gl68700 


BLAST score 


62 


E value 


2.0e-26 


Match length 


152 


% identity 


85 


NCBI Description 


Z.mays zein mRNA, complete cds 


Seq. No. 


296502 


Seq. ID 


LIB3115-034-P1-K2-C5 


Method 


BLASTN 


NCBI GI 


gl68521 


BLAST score 


44 


E value 


l.Oe-15 


Match length 


84 


% identity 


88 


NCBI Description 


Maize glyceraldehyde-3-phosphate dehydrogenase 


Seq. No. 


296503 


Seq. ID 


LIB3115-034-P1-K2-D5 


Method 


BLASTX 


NCBI GI 


gl00907 


BLAST score 


285 


E value 


l.Oe-25 


Match length 


91 


% identity 


63 


NCBI Description 


pathogenesis-related protein 1 - maize 




>gi_228409 prf 1803521A pathogenesis-related ] 




[Zea mays] 


Seq. No. 


296504 


Seq. ID 


LIB3115-034-P1-K2-D7 


Method 


BLASTX 


NCBI GI 


g3928519 



41535 




BLAST score 


154 


E value 


l.Oe-10 


Match length 


45 


% identity 


69 


NCBI Description 


(AB011670) wpk4 protein kinase [Triticum aestivum] 


Seq. No, 


296505 


Seq, ID 


LIB3115-034-P1-K2-E4 


Method 


BLASTN 




y z f± o oo o 


BLAST score 


99 


E value 


2.0e-48 


Match length 


247 


% identity 


89 


NCBI Description 


polyubiquitin [maize/ Genomic, 3841 nt] 


Seq. No. 


296506 


Seq. ID 


LIB3115-034-P1-K2-G7 


Method 


BLASTX 




guouyju 


BLAST score 


375 


E value 


3.0e-36 


Match length 


96 


% identity 


74 


NCBI Description 


40S RIBOSOMAL PROTEIN S13 


Seq. No. 


296507 


Seq. ID 


LIB3115-036-P1-K2-B3 


Method 


BLASTX 


NCBI GI 


g2708745 


BIAST score 




E value 


6.Ge-46 


Match length 


114 


% identity 


79 


NCBI Description 


(AC003952) putative calcium-dependent ser/thr protein 




kinase [Arabidopsis thaliana] 


Seq. No. 


296508 


Seq. ID 


LIB3115-036-P1-K2-C1 


Method 


BLASTX 




g jOZU 04 O 


BLAST score 


143 


E value 


2.0e-09 


Match length 


56 


% identity 


55 


NCBI Description 


(Y12636) allene oxide synthase [Arabidopsis thaliana] 


Seq. No. 


296509 


Seq. ID 


LIB3115-036-P1-K2-C12 


Method 


BLASTN 


NCBI GI 


g606814 


BLAST score 


195 


E value 


l.Oe-105 


Match length 


319 


% identity 


91 


NCBI Description 


Zea mays Golden Bantam carbonic anhydrase mRNA, complete 




cds 



41536 



Seq. No. 


296510 


Seq, ID 


LIB3115-038-P1-K2-G5 


Method 




NCBI GI 


g2739387 


BLAST score 


202 


E value 


8-0e-16 


Match length 


125 


% identity 


36 


NCBI Description 


(AC002505) hypothetical protein 


Seq. No. 


296511 


Seq. ID 


LIB3115-038-P1-K2-H10 


Method 


BLASTX 


NCBI GI 


gl31147 


BLAST score 


337 


E value 


8.0e-32 


Match length 


99 


% identity 


64 


NCBI Description 


PHOTOS YSTEM I P700 CHLOROPHYLL A 



APOPROTEIN A2 

>gi_72675_pir A2LVF1 photosystem I P700 apoprotein A2 

liverwort (Marchantia polymorpha) chloroplast 
>gi_11671_emb_CAA28084_ (X04465) psaB [Marchantia 
polymorpha] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296512 

LIB3115-039-P1-K2-B1 

BLASTX 

gl076653 

144 

5.0e-09 

62 

45 

water-stress-inducible protein DS2 - Chaco potato 
>gi_607905 (U12439) abscisic stress ripening protein 
[Solanum chacoense] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296513 

LIB3115-039-P1-K2-D5 

BLASTN 

g2331300 

105 

3.0e-52 

177 

92 

Zea mays ribosomal protein S4 type I 
cds 



(rps4) mRNA^ complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296514 

LIB3115-G39-P1-K2-G11 

BLASTN 

gl2429 

299 

l.Oe-167 

363 

96 

Maize chloroplast ORF170 and psaA gene 



41537 



# 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296515 

LIB3116-001-Q1-K1-B12 

BLASTX 

g729304 

149 

6.0e-22 

87 

58 

PYRUVATE DECARBOXYLASE ISOZYME 2 (PDC) 

>gi_479730_pir S35258 pyruvate decarboxylase (EC 4.1.1.1) 

2 - maize (fragment) >gi_227 63_emb_CAA7 9818__ (Z21721) 
pyruvate decarboxylase [2ea mays] >gi_217970_dbj_BAA03353_ 
(D14456) Pyruvate Decarboxylase [Zea mays] 



Seq. No. 


296516 


Seq. ID 


LIB3116-001-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


gl850968 


BLAST score 


165 


E value 


l.Oe-11 


Match length 


101 


% identity 


38 


NCBI Description 


(U79733) Hslpro-1 [Beta procumbens] 


oeq. NO. 




Seq- ID 


LIB3116-001-Q1-K1-G1 


Method 


BLASTN 


NCBI GI 


g4538990 


BLAST score 


55 


E value 


3.0e-22 


Match length 


83 


% identity 


92 


NCBI Description 


Arabidopsis thaliana DNA chromosome 




(ESSA project) 


Seq. No. 


296518 


Seq. ID 


LIB3116-001-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g3334376 


BLAST score 


401 


E value 


4,0e-39 


Match length 


121 


% identity 


67 


NCBI Description 


THIOREDOXIN M-TYPE PRECURSOR (TRX-M 




thioredoxin M [Zea mays] 


Seq. No. 


296519 


Seq. ID 


LIB3116-001-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g4455232 


BLAST score 


184 


E value 


l.Oe-13 


Match length 


142 


% identity 


36 



T5L19 



NCBI Description (AL035523) putative protein [Arabidopsis thaliana] 



41538 



Seg. No. 


296520 


Seq. ID 


LIB3116-002-Q1-K1-B1 


Method 


BLASTN 


NCBI GI 


gl944204 


BLAST score 


40 


E value 


3.0e-13 


Match length 


56 


% identity 


93 


NCBI Description 


Oryza sativa mRNA for 


Seq. No. 


296521 


Seq. ID 


LIB3116-004-Q1-K1-A10 


Method 


BLASTN 


NCBI GI 


g4bu5lj4 


BLAST score 


65 


E value 


4.0e-28 


Match length 


97 


% identity 


93 


NCBI Description 


G.hirsutiam rbcS gene 



complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



carboxylase, small subunit 
296522 

LIB3116-004-Q1-K1-G11 

BLASTX 

g2244919 

157 

l.Oe-10 

62 
42 

(Z97339) hypothetical protein 



[Arabidopsis thaliana] 



296523 

LIB3116-004-Q1-K2-A1 

BLASTN 

g3821780 

36 

7.0e-ll 

48 

67 

Xenopus laevis cDNA clone 27A6-1 
296524 

LIB3116-004-Q1-K2-B2 

BLASTN 

g22292 

36 

4.0e-ll 

48 

94 

Z.mays mRNA for glycine-rich protein 
296525 

LIB3116-004-Q1-K2-E3 

BLASTX 

g4098250 

270 

6.0e-24 



41539 




Match length 


72 


% identity 


65 


NCBI Description 


(U76611) similar to Solanum tuberosioiti ci21A gene product 




encoded by the sequence presented in GenBank Accession 




Number U76610 [Solanuiti tuberosum] 


Seq. No. 


296526 


Seq. ID 


LIB3116-004-Q1-K2-F7 


Method 


BLASTX 


NCBI GI 


g4218535 


BLAST score 


352 


E value 


2.0e-33 


Match length 


76 


% identity 


84 


NCBI Description 


(AJ010829) GRABl protein [Triticum sp.] 


Seq. No. 


296527 


Seq. ID 


LIB3116-004-Q1-K2-H8 


Method 


BLASTX 


NCBI GI 


g2245028 


BLAST score 


148 


E value 


2.0e-09 


Match length 


97 


% identity 


34 


NCBI Description 


(297341) limonene cyclase [Arabidopsis thaliana] 


Seq. No. 


296528 


Seq. ID 


LIB3116-005-Q1-K1-C4 


Method 


BLASTN 


NCBI GI 


g454880 


BLAST score 


58 


E value 


8.0e-24 


Match length 


92 


% identity 


91 


NCBI Description 


Rice mRNA for WSI724 protein induced by water stress. 




complete cds 


Seq. No. 


296529 


Seq. ID 


LIB3116-005-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


a2880051 


BLAST score 


179 


E value 


3.0e-13 


Match length 


113 


% identity 


35 


NCBI Description 


(AC00234 0) putative protein kinase [Arabidopsis thaliana] 


Seq. No. 


296530 


Seq. ID 


LIB3116-005-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2058498 


BLAST srorp 


199 


E value 


5,0e-27 


Match length 


100 


% identity 


69 


NCBI Description 


(U76029) hemoglobin 1 [Oryza sativa] >gi_2058500 (U76030) 




hemoglobin 1 [Oryza sativa] 




41540 



Seq. No. 


296531 


Seq. ID 


LIB3116-006-Q1-K1-A1 


Mei'hod. 


BLASTX 


NCBI GI 


gl495804 


BLAST score 


319 


E value 


l.Oe-29 


Match length 


97 


% identity 


60 


NCBI Description 


{X96406) 13-lipoxygenase [Solanum tuberosum] 


Seq. No. 


296532 


Seq. ID 


LIB3116-006-Q1-K1-A12 


Method. 


BLASTX 


NCBI GI 


g4567250 


BLAST score 


212 


E value 


6.0e-17 


Match length 


85 


% identity 


49 


NCBI Description 


(AC007070) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


296533 


Seq. ID 


LIB3116-006-Q1-K1-B2 




jLJlJr\tD X L\ 


NCBI GI 


g2446997 


BLAST score 


151 


E value 


2.0e-79 


Match length 


284 


% identity 


89 


NCBI Description 


Zea mays FAD7 gene for fatty acid desaturase, complete 


Seq. No. 


296534 


Seq. ID 


LIB3116-006-Q1-K1-C9 


Mpt hnd 


BLASTX 


NCBI GI 


g2245012 


BLAST score 


196 


E value 


4.0e-15 


Match length 


50 


% identity 


68 


NCBI Description 


(Z97341) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


296535 


Seq. ID 


LIB3116-006-Q1-K1-D6 


Method 


BLASTX 






BLAST score 


229 


E value 


6.0e-19 


Match length 


103 


% identity 


48 


NCBI Description 


(AC005896) putative RNA binding protein [Arabidopsis 




thaliana] 


Seq. No. 


296536 


Seq. ID 


LIB3116-a06-Ql-Kl-F4 


Method 


BLASTX 


NCBI GI 


g730904 


BLAST score 


703 



41541 



E value 


2.0e-74 


Match length 


161 


% identity 


87 


NCBI Description 


26S PROTEASE REGULATORY SUBUNIT 4 HOMOLOG (TAT-BINDING 




HOMOLOG 5) >gi_626989_pir S4 6613 YTAS protein - yeast 




(Saccharomyces cerevisiae) >gi_531758_einb___CAA56957_ 




(X81070) probable regulatory subunit of 26S proteasome; 




noiLioxogue tzo oft suounxt. ox nuirian zoo pxroLeasome 




[Saccharomyces cerevisiae] >gi_683690_emb_CAA88352_ 




(Z48432) homolog to S4 subunit of human 26S proteasome 




(X81070) [Saccharomyces cerevisiae] 




>gi_1430967_emb_CAA98563_ {Z74055) ORF YDL007w 




[Saccharomyces cerevisiae] 


Seq. No, 


296537 


Seq. ID 


LIB3116-006-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g462193 


BLAST score 


150 


E value 


9.0e-10 






% identity 


51 


NCBI Description 


GOLIATH PROTEIN (GI PROTEIN) >gi_483296_pir JC14 95 




regulatory protein GI - fruit fly (Drosophila melanogaster) 




>gi_157535 (M97204) goliath protein [Drosophila 




melanogaster] 


Seq. No, 


296538 


Seq. ID 


LIB3116-007-Q1-K1-A7 


Method 


BLASTX 




gz^y joDo 


BLAST score 


250 


E value 


l.Oe-21 


Match length 


83 


% identity 


60 


NCBI Description 


(AF012897) HvB12D homolog [Oryza sativa] 


Seq. No, 


296539 


Seq. ID 


LIB3116-007-Q1-K1-D5 


Method 


BLASTN 




gjozx /ou 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


296540 


Seq. ID 


LIB3116-007-Q1-K1-F11 


Method 


BLASTN 


NCBI GI 


g606814 


BLAST score 


186 


E value 


l.Oe-100 


Match length 


235 


% identity 


95 


NCBI Description 


Zea mays Golden Bantam carbonic anhydrase mRNA, complete 




cds 



41542 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296541 

LIB3116-008-Q1-K1-G10 

BLASTX 

g3913018 

372 

8.0e-36 

102 
73 

FRUCTOSE-BISPHOSPHATE ALDOLASE, 
(ALDP) >gi_218155_dbj_BAA02730_ 
aldolase [Oryza sativa] 



CHLOROPLAST PRECURSOR 
(D13513) chloroplastic 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296542 

LIB3116-008-Q1-K1-H9 

BLASTX 

g4154352 

228 

6.0e-19 

93 
51 

(AF110333) PrMC3 [Pinus radiata] 
296543 

LIB3116-009-Q1-K1-A11 

BLASTN 

g22223 

49 

2.0e-18 
165 
8 3 

Maize cab-1 gene for chlorophyll a/b-binding protein 
296544 

LIB3116-009-Q1-K1-D2 

BLASTX 

g2501578 

363 

l.Oe-34 

98 

74 

ETHYLENE-INDUCIBLE PROTEIN HEVER >gi_2129913_pir S60047 

ethylene-responsive protein 1 - Para rubber tree 

>gi 1209317 (M88254) ethylene-inducible protein [Hevea 

brasiliensis] 

296545 

LIB3116-009-Q1-K1-D5 

BLASTX 

gl28388 

214 

3,0e-17 

71 

63 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) 
(PHOSPHOLIPID TRANSFER PROTEIN) (PLTP) 

>gi 82711_pir ^A31779 phospholipid transfer protein 9C2 



41543 




precursor - maize >gi_168576 
protein precursor [Zea mays] 




(J04176) phospholipid transfer 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296546 

LIB3116-009-Q1-K1-H11 

BLASTX 

gll5771 

335 

2.06-31 

100 

69 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296547 

LIB3116-010-Q1-K1-B10 

BLASTX 

g416731 

229 

5.0e-19 

66 

68 

POLLEN SPECIFIC PROTEIN C13 PRECURSOR >gi_82655_pir JQ1107 

18. 3K protein precursor, pollen - maize 

>gi__255569_bbs_113677 (S44171) pollen specific protein [Zea 
mays^corn. Peptide, 170 aa] [Zea mays] 
>gi_1588669_prf 2209273A Zml3 [Zea mays] 

296548 

LIB3116-010-Q1-K1-C8 

BLASTN 

gl698669 

57 

l,0e-23 

77 

94 

Zea mays S-like RNase (kinl) 



mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296549 

LIB3116-010-Q1-K1-D5 

BLASTN 

g22528 

117 

4.0e-59 

245 

89 

Zea mays mRNA encoding a 



zein (clone A20) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



296550 

LIB3116-010-Q1-K1-E12 

BLASTN 

g902200 

50 

2.0e-19 



41544 



Match length 


106 




% identity 


87 




NCBI Description 


Z.mays complete chloroplast genome 




Seq. No. 


296551 




Seq. ID 


LIB3116-010-Q1-K1-E9 




Method 


BLASTX 




NCBI GI 


gll71161 




BLAST score 


337 




E value 


9.0e-32 




Match length 


108 




% identity 


55 




NCBI Description 


(U41472) pectate lyase homolog [Medicago sativa] 




Seq. No. 


296552 




Seq. ID 


LIB3116-010-Q1-K1-F1 




Method 


BLASTX 




NCBI GI 


gl41602 




BLAST score 


152 




E value 


5.0e-17 




Match length 


99 




% identity 


59 




NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE M6) 






>gi 82658 pir A22831 19K zein precursor (clone 


M6) ■ 




>gi_22538_emb_CAA26294_ (X02450) zein precursor 


[Zea 


Seq, No. 


296553 




Seq. ID 


LIB3116-010-Q1-K1-F3 




Method 


BLASTX 




NCBI GI 


gl41604 




BLAST score 


450 




E value 


7.0e-45 




Match length 


108 




% identity 


86 




NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C1) 





>gi_72310_pir ZIZM91 19K zein precursor (clone cZ19Cl) ■ 

maize >gi_168678 (M1214 6) 19 kDa zein protein [Zea mays] 



Seq. No. 


296554 


Seq. ID 


LIB3116-010-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g4539660 


BLAST score 


482 


E value 


9.0e-49 


Match length 


107 


% identity 


83 


NCBI Description 


(AF061282) polyprotein 


Seq. No. 


296555 


Seq. ID 


LIB3116-010-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g3293559 


BLAST score 


166 


E value 


l.Oe-11 


Match length 


74 


% identity 


49 


NCBI Description 


{AF072694) germin-like 



7 [Oryza sativa] 



41545 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq« No. 
Seq. ID 
Method 
NCBI GI 



296556 

LIB3116-011-Q1-K1-A12 

BLASTX 

g3451411 

227 

5.0e-19 

79 
57 

(Z98761) seryl-tRNA synthetase 



[Helianthus annuus] 



296557 

LIB3116-011-Q1-K1-B7 

BLASTN 

g397395 

126 

l.Oe-64 

154 

95 

Z.mays MNBlb mRNA for DNA-binding protein 
296558 

LIB3116-011-Q1-K1-C5 

BLASTX 

g397396 

189 

2.0e-14 

66 

65 

(X66077) DNA-binding protein [Zea mays] 
296559 

LIB3116-011-Q1-K1-D5 

BLASTX 

gl41600 

283 

2.0e-25 

70 

86 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19B1) 

>gi__72315_pir ZIZMBl 19K zein precursor (clone cZ19Bl) • 

maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 

296560 

LIB3116-011-Q1-K1-D9 

BLASTX 

g3075395 

344 

3.0e-32 

100 

64 

(ACGG4 484) nodulin-35 homologue 
296561 

LIB3116-011-Q1-K1-F10 
BLASTX 
g4539417 



[Arabidopsis thaliana] 



41546 



BLAST score 


268 


E value 


4.0e-34 ^ 


Match length 


119 


% identity 


59 


NCBI Description 


(AL04 9171) putative protein [Arabidopsis thaliana] 


Seq. No, 


296562 


Seq. ID 


LIB3116-011-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g3169116 


BLAST score 


200 


E value 


4.0e-16 


Match length 


55 


% identity 


71 


NCBI Description 


(AL021366) CICK0721Q.2 (60S Ribosomal Protein L12 LIKE 




protein) [Homo sapiens] 


Seq. No, 


296563 


Seq. ID 


LIB3116-011-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


gl706260 


BLAST score 


151 


E value 


2.0e-10 


Match length 


35 


% identity 


80 


NCBI Description 


CYSTEINE PROTEINASE 1 PRECURSOR >gi_2118131_pir S59597 




cysteine proteinase 1 precursor - maize 




>gi_643597_dbj_BAA08244_ (D45402) cysteine proteinase [Zea 




mays] 


Seq, No, 


296564 


Seq. ID 


LIB3116-012-Q1-K1-B3 


Method 


BLASTN 


NCBI GI 


g3452290 


BLAST score 


191 


E value 


l.Oe-103 


Match length 


338 


% identity 


89 


NCBI Description 


Zea mays retrotransposon Huck-1 5' LTR, partial sequence 


Seq. No. 


296565 


Seq. ID 


LIB3116-012-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


gll2994 


BLAST score 


210 


E value 


4.0e-19 


Match length 


67 


% identity 


84 


NCBI Description 


GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 




>gi 82685 pir S04536 embryonic abundant protein. 




glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 




ABA-inducible gene protein [Zea mays] 




>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 




mays] 


Seq. No. 


296566 


Seq. ID 


LIB3116-012-Q1-K1-C8 



41547 



Method 


BLASTN 


NCBI GI 


gl67086 


BLAST score ' 


45 


E value 


3.0e-16 


Match length 


153 


% identity 


90 


NCBI Description 


Hordeum vulgare photosystem I protein (PSI-L) mRNA, 




complete cds 


Seq. No. 


296567 


Seq. ID 


LIB3116-012-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g4249416 


ID ±J.r\>J JL O \^\uJL " 


^ 1 ^. 


E value 


l.Oe-20 


Match length 


66 


% identity 


64 


NCBI Description 


{AC006072) putative exoribonuclease {also contains 




zinc-finger C2H2-type domain) [Arabidopsis thaliana 


Seq. No. 


296568 


Seq. ID 


LIB3116-013-Q1-K1-A11 


Method 


BLASTN 




y 1 / u u / u 


BLAST score 


60 


E value 


4.0e-25 


Match length 


103 


% identity 


89 


NCBI Description 


Zea mays transposable element ILS-1 


Seq. No. 


296569 


Seq. ID 


LIB3116-013-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g3877951 


J-)j-Lric> -L o u i- c; 


X \J o 


E value 


5.0e-12 


Match length 


58 


% identity 


47 


NCBI Description 


(Z81555) predicted using Genefinder [Caenorhabditis 




elegans] 


Seq. No. 


296570 


Seq. ID 


LIB3116-013-Q1-K1-C8 


Method 


BLASTN 


NCBI GI 


g208277 


BLAST score 


34 


E value 


l.Oe-09 


Match length 


82 


% identity 


85 


NCBI Description 


rous sarcoma virus gag gene ligated to e.coli lacz 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



296571 

LIB3116-014-Q1-K1-B2 

BLASTN 

g433041 

106 

l.Oe-52 



41548 



CI 



Match length 


189 


% identity 


90 


NCBI Description 


2ea mays W-22 clone PREM 




sequence 


Seq. No. 


296572 


Seq. ID 


LIB3116-014-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


gl68697 


BLAST score 


262 


E value 


5.0e-23 


Match length 


101 


% identity 


57 


NCBI Description 


{M60835) zein [Zea mays] 


Seq. No. 


296573 


Seq. ID 


LIB3116-014-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g481190 


BLAST score 


172 


E value 


l.Oe-12 


Match length 


56 


% identity 


64 


NCBI Description 


plastocyanin precursor - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



barley >gi_22705_einb_CAA68696_ 
(Y00704) plastocyanin precursor [Hordeum vulgare] 
>gi_431920_einb__CAA82201_ (Z28347) plastocyanin [Hordeum 
vulgare] 



296574 

LIB3116-014-Q1-K1-H6 

BLASTN 

g3885895 

41 

4.0e-14 

65 

91 

Oryza sativa plastocyanin precursor, 



mRNA, complete cds 



296575 

LIB3116-015-P1-K1-A4 

BLASTX 

g4204277 

207 

2.0e-16 

70 

57 

(AC004146) Hypothetical protein [Arabidopsis thaliana] 



296576 

LIB3116-015-P1-K1-C5 

BLASTX 

g2246625 

142 

8.0e-09 

44 

50 

(AFG04947) protein kinase 



[Oryza sativa] 



41549 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296577 

LIB3116-015-P1-K1-E1 

BLASTN 

g2695930 

45 

4.0e-16 

77 

90 

Hordeum vulgare mRNA for hypothetical protein, 



clone RG4 9 



Seq. No. 


296578 


Seq, ID 


LIB3116-015-P1-K1-H1 




BLASTX 

i-J J— LC1.0 ± X 


NCBI GI 


g4455350 


BLAST score 


305 


E value 


2.0e-28 


Match length 


70 


% identity 


81 


NCBI Description 


{AL035524) putative protein [Arabidopsis thaliana] 


Seq. No. 


296579 


Seq. ID 


LIB3116-016-P1-K1-A4 


Method 


BLASTX 






BLAST score 


239 


E value 


l.Oe-20 


Match length 


56 


% identity 


82 


NCBI Description 


(AB016283) carbonic anhydrase [Oryza sativa] 


Seq. No. 


296580 


Seq. ID 


LIB3116-016-P1-K1-C10 


Method 


BLASTN 


NCBI GI 


g2065239 


BLAST score 


33 


E value 


3.0e-09 


Match length 


37 


% identity 


97 


NCBI Description 


M.musculus mRNA for coxsackie and adenovirus receptor 




homologue 


Seq. No. 


296581 


Seq. ID 


LIB3116-016-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g2982453 


BLAST score 


293 


E value 


2.0e-46 


Match length 


121 


% identity 


80 



NCBI Description (AL022223) f ructose-bisphosphate aldolase-like protein 
[Arabidopsis thaliana] 



Seq. No. 296582 

Seq. ID LIB3116-016-P1-K1-G4 

Method BLASTX 

NCBI GI g2688822 



41550 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



473 

9.0e-48 

102 
87 

(U9327 2) pyrophosphate-dependent phosphofructo-l-kinase 
[Prunus armeniaca] 



Seq, No. 


296583 


Seq. ID 


LIB3116-017-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g687677 


BLAST score 


200 


E value 


2,0e-15 


Match length 


71 


% identity 


54 


NCBI Description 


(U19925) unknown [Arabidopsis 


Seq. No. 


296584 


Seq. ID 


LIB3116-017-P1-K1-C4 


Method 


BLASTN 


NCBI GI 


g3290003 


BLAST score 


85 


E value 


4.0e-40 


Match length 


101 


% identity 


96 




7,(^^ Tn^i\/<5 "na "f" hiorrf^n <5 1 <z y^l j^'hf^H 

ClCrCl XlLCL^ O d U> cue O -L O J_ C J_ CL L. O v^L 




complete cds 


Seq. No. 


296585 


Seq. ID 


LIB3116-017-P1-K1-D2 


Method 


BLASTN 


NCBI GI 


g2065239 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


40 


% identity 


97 








homologue 


Seq. No. 


296586 


Seq. ID 


LIB3116-017-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g4510373 


BLAST score 


157 


E value 


2.0e-10 


Match length 


101 


% identity 


35 


NCBI Description 


{AC007017) putative harpin-inc 




thaliana] 


Seq. No. 


296587 


Seq. ID 


LIB3116-017-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g3757521 


BLAST score 


441 


E value 


l.Oe-43 


Match length 


134 



(PR-l) mRNA, 



[Arabidopsis 



41551 



% identity 59 

NCBI Description (AC005167) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296588 

LIB3116-017-P1-K1-G11 

BLASTX 

g399334 

246 

2.0e-3B 

131 

66 

CYSTATIN I PRECURSOR (CORN KERNEL CYSTEINE PROTEINASE 

INHIBITOR) >gi_322868_pir S27239 cysteine proteinase 

inhibitor - maize >gi_217962_dbj_BAA01472_ (D10622) corn 
cystatin I [Zea mays] 

296589 

LIB3116-017-P1-K1-H3 

BLASTX 

gl41598 

256 

2.0e-22 

77 

71 

ZEIN-ALPHA PRECURSOR (19 KD) {CLONE ZG99) 

>gi_72313_pir ZIZM99 19K zein precursor (clone ZG99) - 

maize >gi_22519_emb_CAA24717_ (V01470) zein [Zea mays] 
>gi_22534_emb_CAA24726_ (V0147 9) zein [Zea mays] 



Seq. No. 


296590 


Seq. ID 


LIB3116-018-P1-K1-B3 


Method 


BLASTN 


NCBI GI 


g2062705 


BLAST score 


38 


E value 


5.0e-12 


Match length 


42 


% identity 


98 


NCBI Description 


Human butyrophilin (BTF5) 


Seq. No. 


296591 


Seq. ID 


LIB3116-018-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g3024018 


BLAST score 


169 


E value 


2.0e-12 


Match length 


44 


% identity 


80 


NCBI Description 


INITIATION FACTOR 5A (EIF 




>gi_l 54691 9_emb_CAA6 9 2 2 5_ 




factor 5A [Zea mays] >gi_ 




initiation factor 5A [Zea 


Seq. No. 


296592 


Seq. ID 


LIB3116-020-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g2245098 


BLAST score 


319 



'-5A) (EIF-4D) 

(Y07920) translation initiation 
'2668738 (AF034943) translation 



41552 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-29 

96 

61 

(297343) ribosomal protein [Arabidopsis thaliana] 
296593 

LIB3116-020-P1-K1-B7 

BLASTX 

g4544445 

246 

5.0e-21 

105 
50 

{AC006592) putative pyrophosphate — fructose 6-phosphate 
1-phosphotransf erase [Arabidopsis thaliana] 



Seq. No. 


296594 


Seq. ID 


LIB3116-020 


Method 


BLASTX 


NCBI GI 


g4263509 


BLAST score 


292 


E value 


3.0e-26 


Match length 


126 


% identity 


51 


NCBI Description 


(AC004044) 


Seq. No. 


296595 


Seq. ID 


LIB3116-020 


Method 


BLASTX 


NCBI GI 


g4093169 


BLAST score 


332 


E value 


6.0e-31 


Match length 


132 


% identity 


53 


NCBI Description 


(AF095933) 


Seq. No. 


296596 


Seq. ID 


LIB3116-020 


Method 


BLASTX 


NCBI GI 


gl076758 


BLAST score 


190 


E value 


2.0e-14 


Match length 


77 


% identity 


49 


NCBI Description 


heat-shock ] 



p20-Arc [Dictyostelium discoideum] 



•P1-K1-D12 



tein precursor - rye >gi_2130093_pir S 657 7 6 

heat-shock protein, 82K, precursor - rye 
>gi_556673_emb_CAA82945_ (Z30243) heat-shock protein 
[Secale cereale] 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



296597 

LIB3116-020-P1-K1-E3 

BLASTX 

g3096931 

140 

9.0e-09 

54 

46 



41553 



NCBI Description (AL023094) putative ribosomal protein S16 [Arabidopsis 
thaliana] 

296598 

LIB3116-020-P1-K1-F10 
BLASTX 
g3024657 
150 

9.0e-21 
97 
62 

PROTEIN TRANSLATION FACTOR SUIl HOMOLOG (G0S2 PROTEIN) 
>gi 2668740 {AF034944) translation initiation factor; G0S2 
[Zea mays] 

Seq. No. 296599 

Seq. ID LIB3116-020-P1-K1-H4 

Method BLASTX 

NCBI GI gl001355 

BLAST score 172 

E value 3.0e-12 

Match length 119 

% identity 38 

NCBI Description (D64006) auxin-induced protein [Synechocystis sp.] 

Seq. No. 296600 

Seq. ID LIB3116-021-P1-K1-B1 

Method BLASTX 

NCBI GI gl805254 

BLAST score 229 

E value 4.0e-26 

Match length 99 

% identity 65 ^ rr. • 

NCBI Description (U62622) monogalactosyldiacylglyceroi synthase [Cucumis 

sativus] 

Seq. No. 296601 

Seq. ID LIB3116-021-P1-K1-B7 

Method BLASTX 

NCBI GI gl41600 

BLAST score 277 

E value l.Oe-24 

Match length 109 

% identity 60 

NCBI Description ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19B1) 

>gi_72315_pir ZIZMBl 19K zein precursor (clone cZ19Bl) - 

maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 

Seq. No. 296602 

Seq. ID LIB3116-021-P1-K1-C7 

Method BLASTX 

NCBI GI gl332579 

BLAST score 420 

E value 2.0e-41 

Match length 108 

% identity 8 

NCBI Description (X98063) polyubiquitin [Pinus sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41554 



# 



Seq. No. 


296603 


Seq. ID 


LIB3116-021-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g4584852 


BLAST score 


145 


E value 


4.0e-09 


Match length 


78 


% identity 


41 


NCBI Description 


(AF014810) proline transporter 3 [Lycopersicon esculentum] 


Seq. No. 


296604 


Seq. ID 


LIB3116-021-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


a3800853 


BLAST score 


352 


E value 


2.0e-33 


Match length 


111 


% identity 


60 


NCBI Description 


{AF084478) ribulose-1, 5-bisphosphate carboxylase/oxygenase 




activase precursor [Zea mays] 


Seq. No. 


296605 


Seq. ID 


LIB3116-021-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


gl68586 


BLAST score 


217 


E value 


6.0e-18 


Match length 


67 


% identity 


67 


NCBI Description 


(M58656) pyruvate, orthophosphate dikinase [Zea mays] 


Seq. No. 


296606 


Seq. ID 


LIB3116-021-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g4587681 


BLAST score 


225 


E value 


l.Oe-18 


Match length 


74 


% identity 


53 


NCBI Description 


(AC007197) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


296607 


Seq. ID 


LIB3116-021-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


gl416Q2 


jOJ-Lt\»D X O V-/ -L C; 


27^ 


E value 


4.0e-24 


Match length 


106 


% identity 


60 


NCBI Description 


2EIN-ALPHA PRECURSOR (19 KD) (CLONE M6) 




>gi_82658_pir A22831 19K zein precursor (clone M6) - maiz 




>gi_22538_einb_CAA26294_ {X02450) zein precursor [Zea mays] 


Seq. No. 


296608 


Seq. ID 


LIB3116-021-P1-K1-F11 


Method 


BLASTX 



41555 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g99487 
333 

3.0e-31 

112 

59 

chlorophyll a/b-binding protein (clone pINEab 43) - Scotch 
pine >gi_20794_emb_CAA41407__ {X58517) Type III chlorophyll 
a /b-binding protein [Pinus sylvestris] 



Seq. No. 


296609 


Seq. ID 


LIB3116-021-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


gl619300 


BLAST score 


159 


E value 


9.0e-ll 


Match length 


46 


% identity 


65 


NPRT Dp^<^ PT"i nl" 1 on 


f -Ljj.vi\. J- >ui ^ 4- 1 1 L j-1 y c J- o j_ O'Jii c o o J. CJiti. J 


Seq. No. 


296610 


Seq. ID 


LIB3116-021-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


gl352200 


BLAST score 


293 


E value 


l.Oe-26 


Match length 


78 


% identity 


78 


NCBI Description 


CHLOROPLAST TRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR 




>gi_480909_pir S37497 triose 




phosphate /3-phosphoglycerate/phosphate translocator 




>gi_405635_eiab_CAA81349_ (Z26595) triose 




phosphate/phosphate translocator [Zea mays] 


Seq. No. 


296611 


Seq. ID 


LIB3116-022-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


gl41597 


BLAST score 


188 


E value 


3.0e-14 


Match length 


71 


% identity 


58 


NCBI Description 


2EIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 



(CTPT) 



maize 



>gi__72314_pir 2IZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24 728_ (V01481) reading frame zein [2] 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296612 

LIB3116-022-P1-K1-A4 

BLASTX 

gl70354 

452 

4.0e-45 

124 

16 

{M74156) pentameric polyubiquitin [Nicotiana sylvestris] 



Seq. No. 



296613 



41556 



Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
. NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3116-022-P1-K1-A6 

BLASTX 

g4049341 

245 

6.0e-21 
99 
54 

(AL034567) 



putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



296614 

LIB3116-022-P1-K1-C2 

BLASTN 

g3821780 

33 

5.0e-09 

37 

97 

Xenopus laevis cDNA clone 27A6-1 
296615 

LIB3116-022-P1-K1-D3 

BLASTX 

g2760334 

169 

6.0e-12 

93 

41 

(AC002130) F1N21.5 [Arabidopsis thaliana] 
296616 

LIB3116-022-P1-K1-D7 

BLASTX 

gl351014 

249 

2.0e-21 

101 

57 

40S RIBOSOMAL PROTEIN S8 >gi__968902_db j_BAA07207_ (D38010) 
ribosomal protein S8 [Oryza sativa] 

296617 

LIB3116-022-Pl-Kl"D9 

BLASTX 

g2499488 

195 

5.0e-15 

74 
49 

PYROPHOSPHATE— FRUCTOSE 6-PHOSPHATE 1- PHOSPHOTRANSFERASE 
.ALPHA SUBUNIT (PFP) ( 6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE)) 

(PYROPHOSPHATE-DEPENDENT 6-PHOSPHOFRUCTOSE-l-KINASE) 

(PPI-PFK) >gi_483547_emb__CAA83682_ (Z32849) 
pyrophosphate-dependent phosphof ructokinase alpha subunit 

[Ricinus communis] 

296618 

LIB3116-022-P1-K1-E3 



41557 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl871195 

163 

2.0e-ll 

91 

37 

(U90439) Ca++ dependent protein kinase isolog [Arabidopsis 
thaliana] >gi_2335093 (AC002339) putative calcium-dependent 
protein kinase [Arabidopsis thaliana] 

296619 

LIB3116-022-P1-K1-E6 

BLASTX 

g3402684 

293 

2.0e-26 

108 

58 

{AC004697) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296620 

LIB3116-022-P1-K1-E7 

BLASTN 

g758354 

38 

5.0e-12 

190 

81 

2. mays mRNA for plasma membrane H+ ATPase 



Seq. No. 296621 

Seq. ID LIB3116-022-P1-K1-E9 

Method BLASTX 

NCBI GI g531829 

BLAST score 189 

E value l.Oe-14 

Match length 74 

% identity 54 

NCBI Description (U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 

Seq. No. 296622 

Seq. ID LIB3116-022-P1-K1-F12 

Method BLASTX 

NCBI GI g2246378 

BLAST score 152 

E value 8.0e-10 

Match length 7 6 

% identity 4 6 

NCBI Description {Z86094) plastid protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



296623 

LIB3116-022-P1-K1-F2 

BLASTX 

g70772 

265 

4.0e-23 



41558 



Match length 


81 


% identity 


65 


NCBI Description 


histone H4 - wheat >gi_70773_pir_ 




pea 


Seq. No. 


296624 


Seq. ID 


LIB3116-022-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


gl68699 


BLAST score 


335 


E value 


3.0e-31 


Match length 


122 


% identity 


57 


NCBI Description 


{M60836) zein [Zea mays] 


Seq. No. 


296625 


Seq. ID 


LIB3116-022-P1-K1-G6 


Method 


BLASTN 


NCBI GI 


gl2474 


BLAST score 


52 


E value 


3.0e-20 


Match length 


80 


% identity 


91 


NCBI Description 


Zea mays chloroplast tV-UAC gene 


Seq. No, 


296626 


Seq. ID 


LIB3116-025-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl352427 


BLAST SGorp 


306 


E value 


6.0e-28 


Match length 


105 


% identity 


58 


NCBI Description 


EUKARYOTIC TRANSLATION INITIATION 




(EIF-4C) 


Seq. No. 


296627 


Seq. ID 


LIB3116-025-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g4581203 


BLAST score 


352 


E value 


3.0e-33 


Match length 


132 


% identity 


54 


NCBI Description 


(Y17912) cyclic nucleotide and ca. 




channel [Arabidopsis thaliana] 


Seq. No. 


296628 


Seq. ID 


LIB3116-025-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g825756 


BLAST score 


170 


E value 


6.0e-12 


Match length 


69 


% identity 


57 


NCBI Description 


(U12391) beta-galactosidase alpha 




pSport2] 



- garden 



(UAC) 



lA (EIF-IA) 



ion 



[Cloning vector 



41559 



# 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296629 

LIB3116-025-P1-K1-B6 

BLASTX 

g939785 

363 

l.Oe-34 

120 

66 

(L46400) MADS box protein [Zea mays] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296630 

LIB3116-025-P1-K1-B8 

BLASTX 

g2668744 

325 

4.0e-30 

100 

66 

{AF034946) ubiquitin conjugating enzyme [Zea mays] 
296631 

LIB3116-025-P1-K1-C11 

BLASTX 

g3024018 

179 

3.0e-13 

53 
70 

INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 

>gi_154 6919_emb_CAA69225__ (Y07920) translation initiation 
factor 5A [Zea mays] >gi_2668738 (AF034943) translation 
initiation factor 5A [Zea mays] 

296632 

LIB3116-025-P1-K1-C3 

BLASTX 

g629861 

215 

3.0e-17 

119 

48 

zein Zdl, 19K - maize >gi_535020_emb_CAA47 639_ (X67203) 
zein Zdl (19 kDa zein) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296633 

LIB3116-025-P1-K1-C4 

BLASTX 

g3913427 

206 

3.0e-16 

98 

50 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1532073_emb_CAA69075_ (Y07767) 
S-adenosylmethionine decarboxylase [Zea mays] 



41560 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



296634 

LIB3116-025-P1-K1-C6 

BLASTX 

g2224733 

183 

l.Oe-13 

125 

38 

(AB004933) Aux22e [Vigna radiata] 
296635 

LIB3116-025-P1-K1-C7 

BLASTX 

g548770 

346 

l.Oe-32 

116 

61 

60S RIBOSOMAL PROTEIN L3 >gi_481228_pir S38359 rxbosomal 

protein L3 - rice >gi_303853_dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 

296636 

LIB3116-025-P1-K1-C8 

BLASTX 

g464987 

274 

3.0e-24 

77 

68 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 10 (UBIQUITIN-PROTEIN 
LIGASE 10) (UBIQUITIN CARRIER PROTEIN 10) 

>gi_421858_pir S32672 ubiquitin — protein ligase (EC 

6.3.2,19) UBCIO - Arabidopsis thaliana 

>gi 297878_einb__CAA78715_ (214991) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi_349213 (L00640) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 

296637 

LIB3116-025-P1-K1-D4 

BLASTX 

g3915131 

171 

2,0e-12 

89 

42 

THIOREDOXIN H-TYPE (TRX-H) (PHLOEM SAP 13 KD PROTEIN- 1) 
>gi_426442_dbj_BAA04864_ (D21836) thioredoxin h [Oryza 
sativa] >gi_454882_dbj_BAA0554 6_ (D26547) rice thioredoxin 
h [Oryza sativa] >gi_1930072 (U92541) thioredoxin h [Oryza 
sativa] 

296638 

LIB3116-025-P1-K1-D5 

BLASTX 

gl68701 

233 



41561 



E value 2.0e-19 

Match length 139 

% identity 45 

NCBI Description {M60837) zein [Zea mays] 

Seq. No. 296639 

Seq. ID LIB3116-025-P1-K1-D9 

Method BLASTX 

NCBI GI g567893 

BLAST score 155 

E value 7.0e-ll 

Match length 55 

% identity 62 ^. ^ ■ 

NCBI Description (L37382) beta-galactosidase-complementation protein 

[Cloning vector] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296640 

LIB3116-025-P1-K1-E10 

BLASTX 

g3913427 

325 

3.0e-30 

125 

54 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1532073_emb_CAA69075_ (Y07767) 
S-adenosylmethionine decarboxylase [Zea mays] 

296641 

LIB3116-025-P1-K1-F8 

BLASTX 

gl053047 

273 

2.0e-24 

85 

68 

(U38425) histone H3 [Glycine max] >gi_1053049 (U38426) 
histone H3 [Glycine max] >gi_1053051 (038427) histone H3 
[Glycine max] 

296642 

LIB3116-025-P1-K1-H12 

BLASTX 

gl28388 

317 

3.0e-29 

107 

64 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) 
(PHOSPHOLIPID TRANSFER PROTEIN) (PLTP) 

>gi 82711_pir ^A31779 phospholipid transfer protein 9C2 

precursor - maize >gi_168576 (J04176) phospholipid transfer 
protein precursor [Zea mays] 



Seq, No. 296643 

Seq. ID LIB3116-025-P1-K2-C6 

Method BLASTX 



41562 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match 1 
% ident 
NCBI De 



ength 
ity 

scription 



g2224731 
165 

6.0e-22 

108 

57 

(AB004932) Aux22d [Vigna radiata] 
296644 

LIB3116-025-P1-K2-F1 

BLASTX 

gl216391 

174 

l.Oe-12 

90 

48 

(U39319) myrosinase-associated protein [Brassica napus] 

>gi_1589010_prf 2209432B myrosinase-associated 

protein: IS0TYPE=4 [Brassica napus] 

296645 

LIB3116-025-P1-K2-F8 

BLASTX 

g417103 

219 

2.0e-20 

69 

84 

HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3 . 3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 {U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 {U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentiom] >gi_1435157_einb_CAA58445_ CX83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 {AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi__3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi__44 90754_emb_CAB38916. 1_ {AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 9075 5_emb_CAB3 8917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296646 

LIB3116-025-P1-K2-H4 

BLASTX 

gl30274 

182 

7.0e-14 

57 

63 

PLASTOCYANIN >gi_82500_pir_ 



_S06105 plastocyanin - rice 



41563 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296647 

LIB3116-026-P1-K2-A11 

BLASTN 

gl68579 

52 

2.0e-20 

60 

97 

Maize pyruvate, orthophosphate dikinase mRNA, complete cds 
296648 

LIB3116-026-P1-K2-A4 

BLASTX 

g82080 

212 

4.0e-17 

51 

80 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

296649 

LIB3116-026-P1-K2-B10 

BLASTX 

g4581203 

142 

2.0e-ll 

70 

59 

(yi7912) cyclic nucleotide and calmodulin-regulated ion 
channel [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296650 

LIB3116-026-P1-K2-E1 

BLASTN 

g22312 

50 

3.0e-19 

62 
95 

Maize ABA-inducible gene for glycine-rich protein ( ABA - 
abscisic acid) 

296651 

LIB3116-026-P1-K2-F11 

BLASTX 

gl68701 

290 

3,0e-45 

132 

58 

(M60837) zein [Zea mays] 



Seq. No. 
Seq. ID 
Method 



296652 

LIB3116-026-P1-K2-F6 
BLASTX 



41564 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll5786 
148 

6.0e-10 

53 

64 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi_82680_pir A29119 chlorophyll a/b-binding 

protein - maize >gi_22357_emb_CAA68451_ (Y00379) LHCP [Zea 
mays] 

296653 

LIB3116-026-P1-K2-G6 

BLASTX 

gll73189 

170 

7.0e-12 

117 

48 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S12 

>gi_2119091_pir S58629 ribosomal protein S12 - maize 

chloropiast >gi_342619 (M17841) ribosomal protein S12 [Zea 
mays] >gi_1216141_emb_CAA60309_ (X86563) ribosomal protein 
S12 [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296654 

LIB3116-027-P1-K1-B12 

BLASTX 

g3287696 

172 

2.0e-12 

72 

51 

(AC003979) Strong similarity to phosphoribosylanthranilate 
transferase gb_D86180 from Pisum sativum. This ORE may be 
part of a larger gene that lies in the overlapping region. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



296655 

LIB3116-027-P1-K1-B2 

BLASTX 

g266398 

474 

l.Oe-47 

120 

76 

TRYPSIN/FACTOR XIIA INHIBITOR PRECURSOR (HAGEMAN FACTOR 

INHIBITOR) (CHFI) >gi_68849_pir TIZMl trypsin/ factor Xlla 

inhibitor precursor - maize >gi_22327_emb_CAA37 998_ 
{X54064) corn Hageman factor inhibitor [Zea mays] 

296656 

LIB3116-027-P1-K1-B8 

BLASTN 

g2522426 

63 

5.0e-27 
195 



41565 




% identity 83 

NCBI Description Cloning vector pWSK29, complete sequence 

Seq. No. 296657 

Seq. ID LIB3116-027-P1-K1-C1 

Method BLASTX 

NCBI GI g485744 

BLAST score 250 

E value 2,0e-21 

Match length 96 

% identity 55 

NCBI Description (L32792) pyrophosphatase [Beta vulgaris] 

Seq. No. 296658 

Seq. ID LIB3116-027-P1-K1-C10 

Method BLASTX 

NCBI GI gl835731 

BLAST score 181 

E value 3.0e-13 

Match length 83 

% identity 46 . a.- i 

NCBI Description (U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 

Seq. No. 296659 

Seq. ID LIB3116-027-P1-K1-C5 

Method BLASTX 

NCBI GI g2407279 

BLAST score 428 

E value 3.0e-42 

Match length 129 

% identity 67 

NCBI Description (AF017362) aldolase [Oryza sativa] 

Seq. No. 296660 

Seq. ID LIB3116-027-P1-K1-E7 

Method BLASTX 

NCBI GI g2493852 

BLAST score 189 

E value 3.0e-14 

Match length 63 

% identity 56 

NCBI Description CYTOCHROME C OXIDASE POLYPEPTIDE VC 

>gi_1070356_emb_CAA92107_ {Z68091) cytochrome c oxidase, Vc 
subunit [Hordeum vulgare] 

296661 

LIB3116-027-P1-K1-G11 
BLASTX 
g3337356 
230 

4.0e-19 
115 
48 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 

Seq. No. 296662 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41566 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3116-028-P1-K1-A10 

BLASTX 

g4371282 

345 

2.0e-32 
115 
61 

(AC006260) 
thaliana] 



putative 60S ribosomal protein L12 [Arabidopsis 



296663 

LIB3116-028-P1-K1-A11 

BLASTX 

g2130024 

180 

3.0e-13 

64 

58 

DNA-binding protein ABF2 - wild oat 

>gi_1159879_emb_CAA88331_ (Z48431) DNA-binding protein 
[Avena fatua] 

296664 

LIB3116-028-P1-K1-B1 

BLASTX 

g2 93 0-9 3 

203 

5.0e-16 
79 
57 

(L01931) 
sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



ribulose 1, 5-bisphosphate carboxylase [Lobelia 



296665 

LIB3116-028-P1-K1-B4 

BLASTX 

g2262100 

350 

3.0e-33 

106 

61 

{AC002343) unknown protein [Arabidopsis thaliana] 
296666 

LIB3116-028-P1-K1-B5 

BLASTX 

g3184282 

160 

7.0e-ll 

116 

38 

(AC004136) hypothetical protein [Arabidopsis thalrana] 
296667 

LIB3116-028-P1-K1-B7 

BLASTX 

gl673456 



41567 




BLAST score 


270 


E value 


5.0e-27 


Match length 


77 


% identity 


80 


NCBI Description 


{Y09214) 




rubisco small subunit [Zea mays] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296668 

LIB3116-028-P1-K1-B9 

BLASTX 

gl711036 

177 

7.0e-13 

90 
44 

{U78952) 
sativum] 



hydroxyproline rich glycoprotein PsHRGPl [Pisum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296669 

LIB3116-028-P1-K1-C1 

BLASTX 

g99487 

275 

2.0e-24 

130 

46 

chlorophyll a/b-binding protein (clone pINEab 43) - Scotch 
pine >gi_20794_eiTib_CAA41407_ (X58517) Type III chlorophyll 
a /b-binding protein [Pinus sylvestris] 

296670 

LIB3116-028-P1-K1-C8 

BLASTX 

g417103 

360 

2.0e-34 

96 

78 

HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi 16324 emb_CAA42957_ (X60429) histone H3.3 like protein 
[Aribidopiis thaliana] >gi_4 04825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi__488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U094 65) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153__ {X7 9714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA584 4 5_ (X83422) 
histone H3 variant H3,3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760} histone H3 [Nicotiana 
tabacxom] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_40384 69_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44 90754_emb_CAB38 916. 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_emb_CAB38 917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



41568 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296671 

LIB3116-028-P1-K1-D11 

BLASTX 

g224550 

265 

4,0e-23 

90 

61 

synthase CFOI,ATP [Triticum aestivum] 
296672 

LIB3116-028-P1-K1-D2 

BLASTX 

gl21472 

218 

l.Oe-17 

109 

47 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) {27 KD ZEIN) 
{ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor {clone pME119) - 

maize >gi_2228 9_einb_CAA26149_ (X02230) glutelin-2 precursor 
[Zea mays] >gi__22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 {M16066) glutelin-2 [Zea mays] 

296673 

LIB3116-028-P1-K1-D5 

BLASTX 

gll2994 

252 

5.0e-22 

57 

84 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

296674 

LIB3116-028-P1-K1-D7 

BLASTX 

gl710551 

194 

7.0e-15 

51 

75 

60S RIBOSOMAL PROTEIN L39 >gi_1177369_emb_CAA64728_ 
(X95458) ribosomal protein L39 [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



296675 

LIB3116-028-P1-K1-F12 

BLASTX 

g2668742 

286 

l.Oe-25 



41569 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 
67 



{AF034945) glycine-rich RNA binding protein [Zea mays] 



296676 

LIB3116-028-P1-K1-F2 

BLASTX 

g82040 

460 

4.0e-46 

119 

20 

ubiquitin precursor - flax (fragment) 
ubiquitin [Linum usitatissimum] 



>gi_168304 (M57895) 



Seq. No. 


29oo / / 


Seq. ID 


LIBolib-Uzo-r 4 


Method 


BLASTX 


NCBI GI 


giooD / oi 


BLAST score 


209 


E value 


9 . Oe-17 


Match length 


/ 1 


% identity 


62 


NCBI Description 


(U86018) photosystem II 10 kDa polypeptide [Oryza 


Seq. No. 


296678 


Seq. ID 


LIB3116-028-P1-K1-FO 


Method 


BLASTX 


NCBI GI 


gl69o 67U 


BLAST score 


521 


E value 


4 . Oe-53 


Match length 


13b 


% identity 


68 


NCBI Description 


(U66241} S-liice KMase iziBB. maysj 


Seq, No. 


296679 


Seq. ID 




Method 


BLASTN 


NCBI GI 


g559535 


BLAST score 


68 


E value 


4.0e-30 


Match length 


136 


% identity 


88 


NCBI Description 


Z.mays mRNA for metallothionein 


Seq- No. 


296680 


Seq. ID 


LIB3116-028-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g3337352 


BLAST score 


303 


E value 


l.Oe-27 


Match length 


122 


% identity 


47 


NCBI Description 


{AC004481) putative chromatin structural protein 




[Arabidopsis thaliana] 


Seq. No. 


296681 



41570 



Seq. ID 

Method 

NCBI GI 

BliAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3116-028-P1-K1-G9 

BLASTX 

g4204761 

166 

8.0e-12 

57 

54 

(U51192) peroxidase precursor [Glycine max] 
296682 

LIB3116-028-P1-K1-H2 

BLASTX 

g3096910 

168 

7.0e-12 
65 
55 

(AJ005813) 
thaliana] 



neoxanthin cleavage enzyme [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296683 

LIB3116-028-P1-K1-H9 

BLASTX 

g417544 

275 

3.0e-24 

85 
61 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD PROTEIN) (PSI-D) (PS I SUBUNIT 5) 

>gi_320209_pir ^A60695 photosystem I chain II precursor - 

cucumber >gi_625966_pir JQ2132 photosystem I complex 20K 

protein precursor - cucumber >gi_227772_prf 1710320A 

photosystem I 20kD protein [Cucumis sativus] 

296684 

LIB3116-030-P1-K1-A10 

BLASTX 

g417154 

362 

l.Oe-34 

110 

70 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice {strain Taichung Native One) 
>gi__20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 

296685 

LIB3116-030-P1-K1-A6 

BLASTX 

gll3456 

266 

2.0e-23 

100 

60 

ADP;ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 



41571 



(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 
>gi_22162_emb_CAA40781_ {X57556) adenine nucleotide 
translocator [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296686 

LIB3116-030-P1-K1- 

BLASTX 

g531829 

175 

5,0e-13 
77 
53 

(U12390) 
pSportl] 



■B12 



beta-galactosidase alpha peptide [cloning vector 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296687 

LIB3116-030-P1-K1-C5 

BLASTX 

g224509 

193 

l.Oe-14 

65 
65 

zein E19 [Zea mays] 



Seq. No. 296688 

Seq. ID MB3116-030-P1-K1-D3 

Method BLASTX 

NCBI GI g4039153 

BLAST score 151 

E value 8.0e-10 

Match length 35 

% identity 71 . ^ . 

NCBI Description (AF104221) low temperature and salt responsive protexn 
LTI6A [Arabidopsis thaliana] >gi_4325217__gb__AAD17302_ 
(AF122005) hydrophobic protein [Arabidopsis thaliana] 

Seq. No. 296689 

Seq. ID LIB3116-030-P1-K1-E10 

Method BLASTN 

NCBI GI g2981206 

BLAST score 65 

E value 4.0e-28 

Match length 145 

% identity 86 

NCBI Description Zea mays photosystem I complex PsaH subunit precursor 

(psaH) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No. 296690 

Seq. ID LIB3116-030-P1-K1-E12 

Method BLASTX 

NCBI GI gl853970 

BLAST score 143 

E value 3.0e-09 

Match length 66 

% identity 45 



41572 



NCBI Description (D88122) CPRD46 protein [Vigna unguiculata] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296691 

LIB3116-031-P1-K1-C12 

BLASTX 

gll5782 

214 

l.Oe-17 

49 

82 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi_72747_pir CDWT chlorophyll a/b-binding 

protein precursor - wheat >gi_170674 {M10144) chlorophyll 
a/b-binding protein precursor [Triticum aestivum] 



296692 

LIB3116-032-P1-K1-E10 
BLASTX 
g82040 
354 

7.0e-34 
96 
21 

ubiquitin precursor - flax (fragment) >gi_168304 (M57895) 
ubiquitin [Linum usitatissimum] 

Seq. No. 296693 

Seq. ID LIB3116-032-P1-K1-F4 

Method BLASTX 

NCBI GI gl931645 

BLAST score 185 

E value 6.0e-14 

Match length 83 

% identity 49 . u t • i 

NCBI Description (U95973) Fe[II) transporter isolog [Arabidopsis thaixanaj 

Seq. No. 296694 

Seq. ID LIB3116-033-P1-K1-A12 

Method BLASTN 

NCBI GI g559535 

BLAST score 152 

E value 3.0e-80 

Match length 192 

% identity 95 

NCBI Description Z.mays mRNA for metallothionein 
296695 

LIB3116-034-P1-K1-B5 
BLASTX 
gl23537 
191 

2.0e-14 
93 
45 

12 KD HEAT SHOCK PROTEIN (GLUCOSE AND LIPID-REGULATED 

PROTEIN) >gi_72231_pir HHBY12 heat shock protein 12 - 

yeast (Saccharomyces cerevisiae) >gi_3800_einfo_CAA39306_ 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41573 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



{X55785) hspl2 [Saccharomyces cerevisiae] >gi_171607 
(M60827) 15 kD glucose and lipid regulated protein 
[Saccharomyces cerevisiae] >gi_559934_emb_CAA8 6349_ 
(Z46255) hspl2, glpl. len: 109, CAI: 0.65, HS12_YEAST 
P22943 12 KD HEAT SHOCK PROTEIN [Saccharomyces cerevisiae] 
>gi 836740_dbj_BAA09224.1_ {D50617) 12KD heat shock protein 
[Saccharomyces cerevisiae] >gi_11007 90_dbj_BAA080Q3_ 
{D44596) ISkD glucose and lipid regulated protein 
[Saccharomyces cerevisiae] >gi_1742028_dbj_BAA14033_ 
(D89864) Sc-Hspl2p [Saccharomyces pastorianus] 

296696 

LIB3117-001-Q1-K1-A6 

BLASTN 

gl68681 

41 

8,0e-14 

137 

82 

Maize 19 kDa zein mRNA, clone cZ19Dl, complete cds, 
>gi_270686_gb_I03333_ Sequence 8 from Patent US 

296697 

LIB3117-001-Q1-K1-B5 

BLASTX 

g3659995 

309 

2,0e-28 

62 

85 

Bifunctional Hageman FactorAMYLASE INHIBITOR FROM MAIZE 
296698 

LIB3117-001-Q1-K1-B9 

BLASTX 

gl655424 

147 

2.0e-09 

39 

77 

(D83531) GDP dissociation inhibitor [Arabidopsis thaliana] 
>gi_3212878 {AC004005) GDP dissociation inhibitor 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296699 

LIB3117-001-Q1-K1-C10 

BLASTX 

g419803 

280 

6.0e-25 

111 

52 

zein protein - maize >gi_168705 (M72708) zein protein [Zea 
mays] 



Seq. No. 
Seq. ID 



296700 

LIB3117-001-Q1-K1-C4 



41574 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity . 

NCBI Description 



BLASTX 

g3402754 

189 

3.0e-14 

121 
35 

(AL031187) putative protein [Arabidopsis thaliana] 



296701 

LIB3117-001-Q1-K1-C9 

BLASTX 

g419803 

353 

2,0e-33 

140 

54 

zein protein - maize >gi_168705 
mays] 



(M72708) zein protein [Zea 



296702 

LIB3117-001-Q1-K1-F5 

BLASTX 

g2832243 

167 

5.0e-12 

88 
47 

(AF031569) 22-kDa alpha zein 4 



[Zea mays] 



296703 

LIB3117-001-Q1-K1-G3 

BLASTN 

g4140643 

68 

6.0e-30 

96 
93 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



296704 

LIB3117-001-Q1-K1-H12 

BLASTN 

g312180 

41 

6.0e-14 

105 

85 



NCBI Description Z.mays GapC4 gene 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



296705 

LIB3117-002-Q1-K1-B2 

BLASTX 

g3776011 

141 

6.0e-09 
63 



41575 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51 

(AJ010469) RNA helicase [Arabidopsis thaliana] 
296706 

LIB3117-002-Q1-K1-C1 

BLASTN 

g2832242 

105 

4.0e-52 

161 

91 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 
296707 

LIB3117-002-Q1-K1-C11 

BLASTX 

gll73187 

343 

l.Oe-32 

71 

90 

40S RIBOSOMAL PROTEIN S23 (S12) >gi_1362041_pir S56673 

ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative 408 ribosomal 
protein sl2 [Fragaria x ananassa] 

296708 

LIB3117-002-Q1-K1-C12 

BLASTX 

gll73187 

488 

2.0e-49 

104 

88 

40S RIBOSOMAL PROTEIN S23 (S12) >gi_1362041_pir S56673 

ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 



Seq. No. 


296709 


Seq, ID 


LIB3117-( 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


36 


E value 


6.0e-ll 


Match length 


48 


% identity 


94 


NCBI Description 


Zea mays 


Seq. No. 


296710 


Seq. ID 


LIB3117- 


Method 


BLASTX 


NCBI GI 


g3914423 


BLAST score 


208 


E value 


l.Oe-20 


Match length 


85 


% identity 


67 



002-Q1-K1-F12 



41576 



NCBI Description PROFILIN 4 >gi_2642324 (AF032370) profilin [Zea mays] 



Seq* No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296711 

LIB3117-002-Q1-K1-F2 

BLASTX 

gl41613 

210 

7,0e-17 

77 

55 

ZEIN-ALPHA PRECURSOR {22 KD) (CLONES PZ22.1 AND 22A1) 

>gi_72305_j>ir ZIZM21 22K zein precursor (clone pZ22.1) 

maize >gi_22532_einb_CAA24 725_ (V01478) zein [Zea mays] 



Seq. No. 


296712 


Seq. ID 


LIB3117-002-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g4185308 


BLAST score 


162 


E value 


3.0e-ll 


Match length 


72 


% identity 


49 


NCBI Description 


(AF090446) 22-kDa alpha zein protein 21 [Zea mays] 


Seq. No. 


296713 


Seq. ID 


LIB3117-002-Q1-K1-F8 


Method 


BLASTN 


NCBI GI 


g4185305 


BLAST score 


88 


E value 


9.0e-42 


Match length 


233 


% identity 


86 


NCBI Description 


Zea mays cosmid IV.lEl 22-kDa alpha zein protein 21 



(SZ22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296714 

LIB3117-002-Q1-K1-G12 

BLASTN 

gl8482B0 

33 

4.0e-09 

41 

95 

Sorghum bicolor membrane intrinsic protein (Mipl) mRNA, 
partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296715 

LIB3117-002-Q1-K1-G4 

BLASTN 

gl68581 

111 

l.Oe-55 

155 
94 

2. mays pyruvate, orthophosphate dikinase (PPDK2) gene. 



41577 



end 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length - 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296716 

LIB3117-002-Q1-K1-H10 

BLASTX 

gl68489 

403 

l.Oe-39 
78 
99 

(M16902) 

{M16901) 
>gi_225458__prf 
mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



glutathione S-transf erase I 
glutathione S-transf erase I 



[Zea mays] >gi__1684 91 
[Zea mays] 



1303351A transferase, glutathione S [Zea 



296717 

LIB3117-002-Q1-K1-H5 

BLASTX 

g22216 

152 

3.0e-10 

44 

64 

(X55722) 22kD zein [Zea mays] 
29^718 

LIB3117-002-Q1-K1-H7 

BLASTX 

g585202 

246 

4.0e-21 

97 

53 

GLUTAMINE SYNTHETASE ROOT ISOZYME 2 { GLUT AMATE— AMMONIA 

LIGASE) >gi_481807_pir S39478 glutamate — ammonia ligase 

(EC 6.3.1.2) 1-2, cytosolic - maize 

>gi_434326_emb_CAA46720_ (X65927) glutamine synthetase [Zea 
mays] 

296719 

LIB3117-002-Q1-K1-H8 

BLASTX 

g463152 

253 

2.0e-22 
66 

74 . ^ 

{L29505) zein [Zea mays] >gi_1094858_prf_2106415A Met-rich 

seed storage protein [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



296720 

LIB3117-003-Q1-K1-A10 

BLASTX 

g508545 

144 

3.0e-09 
41 



41578 



% identity 71 

NCBI Description (L34340) zein [Zea mays] 
296721 

LIB3117-003-Q1-K1-A12 
BLASTX 
gl41613 
241 

2,0e-20 
111 
46 

ZEIN-ALPHA PRECURSOR {22 KD) (CLONES PZ22.1 AND 22A1) 

>gi 72305 pir ZIZM21 22K zein precursor (clone pZ22.1) 

maize >gi_22532_emb_CAA24725_ (V01478) zein [Zea mays] 

Seq. No. 296722 

Seq. ID LIB3117-003-Q1-K1-B12 

Method BLASTX 

NCBI GI g224509 

BLAST score 222 

E value 2.0e-20 

Match length 105 

% identity 57 

NCBI Description zein El 9 [Zea mays] 

Seq. No. 296723 

Seq. ID LIB3117-003-Q1-K1-B5 

Method BLASTN 

NCBI GI gl68484 

BLAST score 84 

E value 2.Ge-39 

Match length 208 

% identity 85 

NCBI Description Maize endosperm glutelin-2 gene, complete cds 

Seq. No. 296724 

Seq. ID LIB3117-003-Q1-K1-D11 

Method BLASTX 

NCBI GI g2828280 

BLAST score 348 

E value 7.0e-33 

Match length 7 6 

% identity 83 

NCBI Description (AL021687) putative protein [Arabidopsis thaliana] 

>gi_2832633_emb_CAA16762_ (AL021711) putative protein 
[Arabidopsis thaliana] 

Seq. No. 296725 

Seq. ID LIB3117-003-Q1-K1-D6 

Method BLASTN 

NCBI GI g483443 

BLAST score 40 

E value 3.0e-13 

Match length 48 

% identity 96 

NCBI Description Z.mays IBP2 mRNA for initiator-binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41579 



# 

Seq, No. 296726 
Seq. ID LIB3117-003-Q1-K1-D8 
Method BLASTN 
NCBI GI g22292 
BLAST score 4 9 

E value 8.0e-19 
Match length 101 
% identity 87 

NCBI Description Z.mays rtiRNA for glycine-rich protein 
296727 

LIB3117-003-Q1-K1-E8 
BLASTX 
g82696 
160 

4.0e-12 
73 
64 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
{X61121) glycine-rich protein [Zea mays] 

Seq. No. 296728 

Seq. ID LIB3117-003-Q1-K1-F6 

Method BLASTX 

NCBI GI g224507 

BLAST score 398 

E value 7.0e-39 

Match length 117 

% identity 74 

NCBI Description zein Al [Zea mays] 

Seq. No. 296729 

Seq. ID LIB3117-003-Q1-K1-G8 

Method BLASTN 

NCBI GI g2832242 

BLAST score 40 

E value 4 . Oe-13 

Match length 45 

% identity 25 

NCBI Description Zea mays 22-kDa alpha zein gene cluster, complete sequence 

Seq. No. 296730 

Seq. ID LIB3117-003-Q1-K1-H11 

Method BLASTX 

NCBI GI gl41597 

BLAST score 351 

E value 3.0e-33 

Match length 95 

% identity 83 

NCBI Description ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi 72314 pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi~22545"emb3]CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 

Seq. No. 296731 

Seq. ID LIB3117-003-Q1-K1-H6 

Method BLASTX 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41580 



NCBI GI g2832247 

BLAST score 230 

E value 7,0e-23 

Match length 122 

% identity 57 

NCBI Description (AF031569) 22-kDa alpha zein 10 [Zea mays] 

Seq. No. 296732 

Seq. ID LIB3117-004-Q1-K1-E10 

Method BLASTX 

NCBI GI g22220 

BLAST score 244 

E value l.Oe-20 

Match length 114 

% identity 53 

NCBI Description {X55723) 22 kD zein [Zea mays] 

Seq. No. 296733 

Seq. ID LIB3117-004-Q1-K1-G5 

Method BLASTX 

NCBI GI g2245037 

BLAST score 163 

E value 2.0e-ll 

Match length 61 

% identity 59 . -, . i 

NCBI Description (Z97342) nuclear antigen homolog [Arabidopsis thalxanaj 

Seq. No. 296734 

Seq. ID LIB3117-005-Q1-K1-A2 

Method BLASTX 

NCBI GI gl321924 

BLAST score 176 

E value 3.0e-13 

Match length 50 

% identity 60 

NCBI Description (X92205) NAM [Petunia x hybrida] 
296735 

LIB3117-005-Q1-K1-A8 
BLASTX 
g544421 
218 

6.0e-18 
52 
87 

GLYCINE-RICH RNA-BINDING PROTEIN 1 >gi__4 85420_pir S 12311 

glycine-rich RNA-binding protein (clone SI) - sorghum 
(fragment) >gi_21623_emb_CAA40863_ (X57663) glycine-rich 
RNA-binding protein [Sorghum bicolor] 

Seq. No. 296736 

Seq. ID LIB3117-005-Q1-K1-H3 

Method BLASTX 

NCBI GI g224508 

BLAST score 209 

E value 8.0e-17 

Match length 71 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41581 



© 

% identity 65 

NCBI Description zein A20 [Zea mays] 
296737 

LIB3117-006-Q1-K1-B10 
BLASTN 
g535019 
36 

3.0e-ll 
77 

87 . ^ 

Z.mays Zdl tandem genes for zein Zdl {19 kDa Zexn) 

Seq. No. 296738 

Seq. ID LIB3117-006-Q1-K1-D4 

Method BLASTX 

NCBI GI gl00939 

BLAST score 354 

E value l.Oe-33 

Match length 140 

% identity 58 

NCBI Description zein precursor - maize 
296739 

LIB3117-006-Q1-K1-D8 
BLASTX 
gll72977 
167 

9.0e-12 
84 
46 

60S RIBOSOMAL PROTEIN LIB >gi_606970 {U15741) cytoplasmic 
ribosomal protein L18 [Arabidopsis thaliana] 

Seq. No. 296740 

Seq. ID LIB3117-006-Q1-K1-D9 

Method BLASTX 

NCBI GI g3851333 

BLAST score 317 

E value l.Oe-29 

Match length 79 

% identity 76 . ^ rr, 

NCBI Description (Y09302) putative MADS-domain transcription factor [Zea 
mays] 

Seq. No. 296741 

Seq. ID LIB3117-Q06-Q1-K1-E2 

Method BLASTX 

NCBI GI g2832243 

BLAST score 227 

E value 8.0e-19 

Match length 114 

% identity 48 

NCBI Description {AF031569) 22-kDa alpha zein 4 [Zea mays] 

Seq. No. 296742 

Seq. ID LIB3117-006-Q1-K1-G5 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41582 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
. % identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g3283912 

184 

9.0e-14 

89 

37 

(AF070639) unknown [Homo sapiens] 
296743 

LIB3117-007-Q1-K1-A12 

BLASTN 

gl68669 

45 

2.0e-16 

45 

100 

Maize 19 kDa zein mRNA, clone cZ19A2, partial cds 
296744 

LIB3117-007-Q1-K1-D11 

BLASTN 

g2832242 

133 

.8.0e-69 
188 
15 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 
296745 

LIB3117-007-Q1-K1-D12 

BLASTN 

g2832242 

60 

3.0e-25 

208 

17 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 
296746 

LIB3117-007-Q1-K1-D8 

BLASTX 

gl41617 

391 

6.0e-38 

111 

68 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZCl) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi 100945_pir B29017 zein 2 - maize 

>gi__22515_emb_CAA37595_ {X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

296747 

LIB3117-007-Q1-K1-F2 

BLASTN 

g2832242 

49 



41583 




E value 


l.Oe-18 


Match length 


262 


% identity 


35 


NCBI Description 


Zea mays 22-kDa alpha zein gene cluster, complete sequence 


Seq. No, 


296748 


Seq. ID 


LIB3117-008-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


a2668742 


BLAST score 


371 


E value 


l.Oe-35 


Match length 


85 


% identity 


86 


NCBI Description 


{AF034945) glycine-rich RNA binding protein [Zea mays] 


Seq. No. 


296749 


Seq. ID 


LIB3117-008-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g3860273 


BLAST score 


187 


F. V3 1 n 


2 Oe-15 


Match length 


74 


% identity 


59 


NCBI Description 


(AC005824) hypothetical protein [Arabidopsis thaliana] 




>gi_4314398_gb_AAD15608_ (AC006232) hypothetical protein 




[Arabidopsis thaliana] 


Seq. No. 


296750 


Seq. ID 


LIB3117-008-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g82654 






E value 


8.0e-18 


Match length 


41 


% identity 


98 


NCBI Description 


lOK zein precursor - maize >gi_22541_emb_CAA30409_ (X07535 




lOkDa zein (AA 1 - 150) [Zea mays] 


Seq, No. 


296751 


Seq. ID 


LIB3117-009-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


gl346109 


BLAST score 


248 


F. \7A? 1 n 

Hi V a. X Lie 


2 . Oe-21 


Match length 


73 


% identity 


64 


NCBI Description 


GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 




PROTEIN (GPB-LR) (RWD) >gi_546535_dbj_BAA074 04_ (D38231) 




RWD [Oryza sativa] 


Seq. No. 


296752 


Seq. ID 


LIB3117-009-Q1-K1-C6 


Method 


BLASTN 


NCBI GI 


g22540 


BLAST score 


154 


E value 


3.0e-81 


Match length 


190 
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% identity 


96 


NCBI Description 


Maize laRNA for lOkDa zein 


Seq. No. 


296753 


Seq. ID 


LIB3117-009-Q1-K1-F11 


Method 


BLASTN 


NCBI GI 


V4 ^ ^ \J 


BLAST score 


96 


E value 


7.0e-47 


Match length 


168 


% identity 


89 


NCBI Description 


Z.mays gene for Hageman factor inhibitor 


Seq. No. 


296754 


Seq. ID 


LIB3117-009-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


a4105697 

\A ^ ^ \y \^ \y ->* / 


BLAST score 


198 


E value 


7.0e-16 


Match length 


64 


% identity 


67 


NCBI Description 


(AF049870) thaumatin-like protein [Arabidopsis ■ 


Seq. No. 


296755 


Seq. ID 


LIB3117-009-Q1-K1-G6 


Method 


BLASTX 


NCBI -GI 


g3915847 






E value 


2.0e-25 


Match length 


108 


% identity 


61 


NCBI Description 


40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) 




4 OS ribosomal protein S2 [Arabidopsis thaliana] 


Seq. No. 


296756 


Seq. ID 


LIB3117-010-Q1-K1-D2 


Method 


BLASTN 


NCBT GT 


\^ £^ C-t \J 


BLAST score 


68 


E value 


6.0e-30 


Match length 


252 


% identity 


81 


NCBI Description 


Zea mays mRNA fragment encoding a zein (clone B 


Seq. No. 


296757 


Seq. ID 


LIB3117-010-Q1-K1-E4 


Method 


BLASTX 


NPRT GT 


y M u ( y z/ \j 


BLAST score 


392 


E value 


4.0e-38 


Match length 


95 


% identity 


84 


NCBI Description 


(U044 34) flavanone 3-beta-hydroxylase [Zea mays 


Seq. No. 


296758 


Seq. ID 


LIB3117-010-Q1-K1-E5 


Method 


BLASTN 



putative 



41585 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g22292 
57 

2.0e-23 

117 
88 

Z.mays mRNA for glycine-rich protein 



Seq . No . 


296759 


Seq. ID 


LIB3117-010-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g3043428 


BLAST score 


163 


E value 


l.Oe-11 


Match length 


40 


% identity 


70 


NCBI Description 


(AJ005346) 40S ribosomal protein S5 [Cicer arietinum] 


Seq. No. 


296760 


Seq. ID 


LIB3117-011-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


gll2994 


BLAST score 


352 


E value 


2.0e-33 


Match length 


92 


% identity 


77 


NCBI Description 


GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 



>gi_82685^ir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_einb__CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296761 

LIB3117-011-Q1-K1-D6 

BLASTN 

g2832242 

425 

O.Oe+00 

433 

26 

Zea mays 22-kDa alpha zein gene cluster, 



complete sequence 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296762 

LIB3117-G11-Q1-K1-E11 

BLASTN 

g382178G 

37 

3.0e-ll 

49 

67 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



296763 

LIB3117-011-Q1-K1-E8 

BLASTX 

g2832638 

287 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



7.0e-26 

73 

73 

{AL021711) putative protein [Arabidopsis thaliana] 
296764 

LIB3117-011-Q1-K1-F3 

BLASTX 

gll84776 

189 

7.0e-15 

54 

72 

(U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC4 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296765 

LIB3117-011-Q1-K1-F7 

BLASTX 

g468516 

189 

2.0e-14 

88 

48 

(X55724) zein [Zea mays] 
296766 

LIB3117-011-Q1-K1-G6 

BLASTX 

g548770 

166 

l,Oe-ll 

32 

100 

60S RIBOSOMAL PROTEIN L3 >gi_481228_pir S38359 rxbosomal 

protein L3 - rice >gi_303853_dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 



Seq. No. 


296767 


Seq. ID 


LIB3117-012-Q1-K1-A3 


Method 


BLASTN 


NCBI GI 


g22524 


BLAST score 


63 


E value 


5.0e-27 


Match length 


191 


% identity 


83 


NCBI Description 


Zea mays mRNA encoding a ; 


Seq. No. 


296768 


Seq. ID 


LIB3117-012-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g82660 


BLAST score 


261 


E value 


7.0e-23 


Match length 


76 


% identity 


70 


NCBI Description 


19K zein precursor (clone 



- maize (fragment) 



41587 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_809117_einb_CAA24720_ {V01473) zein [Zea mays] 
296769 

LIB3117-012-Q1-K1-F6 

BLASTN 

g22524 

119 

2.0e-60 
211 
89 

Zea mays mRNA encoding a zein 



(clone ZG31A) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296770 

LIB3117-012-Q1-K1-G6 

BLASTX 

gl41605 

381 

6.0e-37 

89 
87 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi 72312_pir ZIZM92 19K zein precursor (clone cZ19C2) - 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

296771 

LIB3117-013-Q1-K1-A12 

BLASTX 

gl707924 

197 

5.0e-15 

100 

59 

GLUCOSE-l-PHOSPHATE ADENYLYLTRANSFERASE LARGE SUBUNIT 1 
PRECURSOR (ADP-GLUCOSE SYNTHASE) (ADP-GLUCOSE 
PYROPHOSPHORYLASE) (AGPASE S) (ALPHA-D-GLUCOSE-l-PHOSPHATE 
ADENYL TRANSFERASE) {SHRUNKEN-2) >gi_1947182 (M81603) 
shrunken-2 [Zea mays] >gi_444329_prf_190637 8A ADP glucose 
pyrophosphorylase [Zea mays] 

296772 

LIB3117-Q13-Q1-K1-A6 

BLASTX 

g3980254 

297 

5.0e-27 

103 

60 

{AJ006053) peroxisomal membrane protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



296773 

LIB3117-013-Q1-K1-A7 

BLASTX 

g3980254 

347 

9.0e-33 
129 



41588 



% identity 51 . ^ - 

NCBI Description (AJ006053) peroxisomal membrane protein [Arabidopsxs 

thaliana] 



296774 

LIB3117-013-Q1-K1-C11 

BLASTN 

g22516 

109 

2.0e-54 

265 

85 

Maize Zc2 gene for zein z;c2 (28 kD glutelin-2) 
296775 

LIB3117-013-Q1-K1-E9 

BLASTX 

gl41600 

196 

3.0e-15 

66 

61 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19B1) 

>gi 72315_pir ZIZMBl 19K zein precursor (clone cZ19Bl) - 

maize >gi^l68674 {M12143) 19 kDa zein protein [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 296777 

Seq. ID LIB3117-013-Q1-K1-H10 

Method BLASTX 

NCBI GI g2245098 

BLAST score 371 

E value l.Oe-35 

Match length 84 

% identity 77 

NCBI Description (Z97343) ribosomal protein [Arabidopsis thaliana] 

Seq. No. 296778 

Seq. ID LIB3117-014-Q1-K1-B10 

Method BLASTX 

NCBI GI gl41600 

BLAST score 176 

E value 7.0e-13 

Match length 93 

% identity 46 

NCBI Description ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19B1) 

>gi_72315_pir ZIZMBl 19K zein precursor (clone cZ19Bl) - 

maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296776 

LIB3117-013-Q1-K1-G9 

BLASTN 

g22537 

122 

4,0e-62 

162 

66 

Maize mRNA for zein polypeptide (clone M6) 



41589 




Seq. No. 296779 

Seq. ID LIB3117-014-Q1-K1-C1 

Method BLASTX 

NCBI GI g82696 

BLAST score 150 

E value 9.0e-19 

Match length 56 

%. identity 88 

NCBI Description glycine-rich protein - maize >gi_22293__emb_CAA4 3431_ 
{X61121) glycine-rich protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

-NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296780 

LIB3117-014-Q1-K1-H4 

BLASTN 

g22544 

236 

l.Oe-130 

330 
83 

Maize mRNA {clone A30) for zein 



(a plant storage protein) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296781 

LIB3117-015-Q1-K1-A6 

BLASTX 

g3212852 

155 

3.0e-10 

109 

36 

(AC004005) unknown protein [Arabidopsis thaliana] 



Seq. No. 296782 

Seq. ID LIB3117-015-Q1-K1-C7 

Method BLASTX 

NCBI GI g468516 

BLAST score 407 

E value 8.0e-40 

Match length 106 

% identity 80 

NCBI Description {X55724) zein [Zea mays] 



Seq. No. 296783 

Seq. ID LIB3117-015-Q1-K1-D4 

Method BLASTN 

NCBI GI g22544 

BLAST score 70 

E value 3.0e-31 

Match length 237 

% identity 82 ^ . v 

NCBI Description Maize mRNA (clone A30) for zein (a plant storage protein) 



Seq. No. 296784 

Seq. ID LIB3117-015-Q1-K1-D6 

Method BLASTX 

NCBI GI g2832243 

BLAST score 166 



41590 



E value 


4.0e-12 


Match length 


39 


% identity 


82 


NCBI Description 


{AF031569) 22-kDa alpha zein 4 [Zea mays] 


Seq. No. 


296785 


Seq. ID 


LIB3117-015-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g3450889 


BLAST score 


162 


E value 


4.0e-ll 


Match length 


63 


% identity 


57 


NCBI Description 


(AF083890) 19S proteosome subunit 9 [Arabidopsis thai 


Seq. No, 


296786 


Seq. ID 


LIB3117-015-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g224513 


BLAST score 


149 


E value 


7.0e-ll 


Match length 


57 


% identity 


68 


NCBI Description 


zein M6 [Zea mays] 


Seq. No. 


296787 . 


Seq. ID 


LIB3117-015-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g2961378 


BLAST score 


295 


E value 


l.Oe-26 


Match length 


115 


% identity 


34 


NCBI Description 


(AL022141) putative protein [Arabidopsis thaliana] 


Seq. No. 


296788 


Seq. ID 


LIB3117-015-Q1-K1-F4 


Method 


BLASTN 


NCBI GI 


gl060934 


BLAST score 


102 


E value 


2.0e-50 


Match length 


194 


% identity 


88 


NCBI Description 


Maize mRNA for rtiLIPlS (DNA-binding factor) , complete 


Seq. No. 


296789 


Seq. ID 


LIB3118-001-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g4454464 


BLAST score 


147 


E value 


5.0e-12 


Match length 


46 


% identity 


80 


NCBI Description 


(AC006234) unknown protein [Arabidopsis thaliana] 


Seq. No. 


296790 


Seq. ID 


LIB3118-001-Q1-K1-E10 



41591 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2144583 

201 

5.0e-16 

59 

64 

proteinase inhibitor (Bowman-Birk) D-II precursor - soybean 
>gi__18572_emb_CAA48657_ (X68706) Bowman-Birk proteinase 
isoinhibitor D-II [Glycine max] >gi_288 619_emb__CAA48658_ 
(X68707) Soybean Bowman-Birk proteinase isoinhibitor D-II 

[Glycine max] >gi_743636_prf 2013215A Box^an-Birk protease 

inhibitor [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296791 

LIB3118-001-Q1-K1-H10 

BLASTX 

g2144584 

145 

l.Oe-09 

72 
50 

trypsin inhibitor A (Kunitz) precursor - soybean 
>gi_18770_emb_CAA45777_ (X64447) trypsin inhibitor subtype 
A [Glycine max] 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296792 

LIB3118-001-Q1-K1-H12 

BLASTX 

g2144584 

153 

l.Oe-10 

45 

73 

trypsin inhibitor A (Kunitz) precursor - soybean 
>gi_18770_emb_CAA45777__ (X64447) trypsin inhibitor subtype 
A [Glycine max] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296793 

LIB3118-002-Q1-K1-B2 

BLASTN 

g662367 

76 

7.0e-35 

125 

100 

Zea mays farnesyl pyrophosphate synthetase 
complete cds 



(fps) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296794 

LIB3118-002-Q1-K1-B4 

BLASTN 

g2828011 

54 

l.Oe-21 

194 

84 

Zea mays starch synthase I precursor 



(Ssl) mRNA, nuclear 



41592 



gene encoding plastid protein, complete cds 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296795 

LIB3118-002-Q1-K1-B8 

BLASTX 

gl41605 

511 

6.0e-52 

129 

81 

2EIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir 2IZ.M92 19K zein precursor (clone cZ19C2) ■ 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296796 

LIB3118-002-Q1-K1-D11 

BLASTX 

g82696 

277 

8.0e-29 

83 

86 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
{X61121) glycine-rich protein [Zea mays] 



Seq. No. 


296797 


Seq. ID 


LIB3118-002-Q1-K1-D5 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


94 


E value 


l.Oe-45 


Match length 


233 


% identity 


11 


NCBI Description 


Zea mays 22-kDa alpha zein 


Seq. No. 


296798 


Seq. ID 


LIB3118-002-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g4206306 


BLAST score 


240 


E value 


3.0e-20 


Match length 


65 


% identity 


68 


NCBI Description 


(AF049110) prpol [Zea mays] 


Seq. No. 


296799 


Seq. ID 


LIB3118-002-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


gl30172 


BLAST score 


145 


E value 


2.0e-09 


Match length 


58 


% identity 


50 


NCBI Description 


ALPHA-GLUCAN PHOSPHORYLASE, 



PHOSPHORYLASE L) >gi_168276 
[Ipomoea batatas] 



L ISOZYME PRECURSOR (STARCH 
(M64362) starch phosphorylase 



41593 



Seq. No. 


296800 


Seq. ID 


LIB3118-002-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g72307 


BLAST score 


379 


E value 


l.Oe-36 


Match length 


111 


% identity 


75 


NCBI Description 


22K zein precursor (clone pZ22.: 




(J01246) 26.99 kd zein protein 


Seq. No. 


296801 


Seq. ID 


LIB3118-002-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


gl68586 


BLAST score 


243 


E value 


2.0e-20 


Match length 


69 


% identity 


72 


NCBI Description 


(M58656) pyruvate, orthophosphat< 


Seq. No. 


296802 


Seq. ID 


LIB3118-002-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


gl710530 


BLAST score 


291 


E value 


3.0e-26 


Match length 


102 


% identity 


54 


NCBI Description 


60S RIBOSOMAL PROTEIN L27A >gi , 



168686 



[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribosomal protein L27a - Arabidopsis thaliana 
>gi__1107487_emb_CAA63025_ (X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 

296803 

LIB3118-003-Q1-K1-A4 

BLASTX 

gl416d5 

152 

7.0e-10 

144 

33 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone c219C2) - 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

296804 

LIB3118-003-Q1-K1-B1 

BLASTX 

gl41599 

218 

8.0e-18 

79 

59 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19A2) 

>gi_72316_j)ir ZIZMA2 19K zein precursor (clone cZ19A2) - 

maize (fragment) >gi_168670 (M12142) 19 kDa zein protein 



41594 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Zea mays] 
296805 

LIB3118-003-Q1-K1-B6 

BLASTX 

g3492806 

246 

7.0e-21 

115 

44 

(AJ225045) 
domestical 



adventitious rooting related oxygenase [Malus 



Seq* No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296806 

LIB3118-003-Q1-K1-B7 

BLASTX 

gl41605 

297 

6.0e-27 

109 

61 

2EIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) ■ 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

296807 

LIB3118-003-Q1-K1-D10 

BLASTX 

gl41598 

227 

4.0e-19 

84 

60 

2EIN-ALPHA PRECURSOR {19 KD) (CLONE ZG99) 

>gi_72313_pir ZIZM99 19K zein precursor (clone ZG99) - 

maize >gi__22519__emb_CAA24717__ (V01470) zein t2ea mays] 
>gi 22534 emb CAA24726 (V01479) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Descriptipn 



296808 

LIB3118-003-Q1-K1-D11 

BLASTN 

g602252 

43 

4.0e-15 

71 

90 

Zea mays enolase (eno2) 
296809 

LIB3118-003-Q1-K1-D4 

BLASTX 

g82696 

451 

5,0e-45 

94 

93 

glycine-rich protein 



mRNA, complete cds 



maize >gi_22293_emb_CAA43431_ 



41595 



(X61121) glycine-rich protein [Zea mays] 
296810 

LIB3118-003-Q1-K1-E4 
BLASTX 
g232161 
176 

9.0e-13 
77 
55 

19 KD GLOBULIN PRECURSOR (ALPHA-GLOBULIN) 

>gi 68857_pir ^WMRZ19 19K globulin precursor - rice 

>gi~20159_emb_CAA45400_ (X63990) 19 kDa globulin precursor 
[Oryza sativa] 

Seq. No, 296811 

Seq. ID LIB3118-003-Q1-K1-E7 

Method BLASTN 

NCBI GI g21794 

BLAST score 50 

E value 3,0e-19 

Match length 98 

% identity 88 

NCBI Description Wheat histone H4 gene 

Seq. No- 296812 

Seq. ID LIB3118-003-Q1-K1-F11 

Method BLASTN 

NCBI GI g22292 

BLAST score 35 

E value 2.0e-10 

Match length 59 

% identity 90 

NCBI Description Z.mays mRNA for glycine-rich protein 

Seq. No. 296813 

Seq. ID LIB3118-003-Q1-K1-G3 

Method BLASTX 

NCBI GI gl68697 

BLAST score 405 

E value 2.0e-4 9 

Match length 132 

% identity 86 

NCBI Description (M60835) zein [Zea mays] 

Seq. No. 296814 

Seq. ID LIB3118-003-Q1-K1-G4 

Method BLASTX 

NCBI GI gl41604 

BLAST score 292 

E value 4 . Oe-43 

Match length 147 

% identity 61 

NCBI Description ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C1) 

>gi 72310_pir ZIZM91 19K zein precursor (clone cZ19Cl) - 

maize >gi_168678 (M12146) 19 kDa zein protein [Zea mays] 



Seq, No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



41596 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295815 

LIB3118-005-Q1-K1-A11 

BLASTX 

g2266992 

201 

5.0e-16 
73 
55 

(U77412) 
elegans] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0-linked GlcNAc transferase [Caenorhabditis 



296816 

LIB3118-005-Q1-K1-A5 

BLASTX 

g730461 

205 

4.0e-16 

56 

64 

40S RIBOSOMAL PROTEIN YS29A >gi_626904_pir S48503 

ribosoinal protein S29.e.A, cytosolic - yeast (Saccharomyces 
cerevisiae) >gi_287 628_dbj_BAA03507_ {D14676) ribosomal 
protein YS29 [Saccharomyces cerevisiae] >gi_625108 (U19729) 
Ylr388wp [Saccharomyces cerevisiae] 

296817 

LIB3118-005-Q1-K1-B11 

BLASTN 

g22312 

153 

l.Oe-80 

200 

95 

Maize ABA-inducible gene for glycine-rich protein { ABA - 
abscisic acid) 



Seq. No. 


296818 


Seq. ID 


LIB3118- 


Method 


BLASTX 


NCBI GI 


gl68699 


BLAST score 


293 


E value 


2.0e-26 


Match length 


79 


% identity 


78 


NCBI Description 


(M60836) 


Seq. No. 


296819 


Seq. ID 


LIB3118- 


Method 


BLASTX 


NCBI GI 


gl68699 


BLAST score 


270 


E value 


6.0e-24 


Match length 


78 


% identity 


73 


NCBI Description 


(M60836) 


Seq. No. 


296820 



zein [Zea mays] 



zein [Zea mays] 



41597 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3118-005-Q1-K1-C3 

BLASTN 

g22544 

112 

2.0e-56 
167 

92 , . , 

Maize mRNA (clone A30) for zein (a plant storage protein) 

296821 

LIB3118-005-Q1-K1-E3 

BLASTX 

gl68699 

227 

7.0e-19 

108 

36 

(M60836) zein [Zea mays] 
296822 

LIB3118-005-Q1-K1-F12 

BLASTN 

g535019 

66 

5.0e-29 

145 

44 

Z.mays Zdl tandem genes for zein Zdl (19 kDa Zem) 
296823 

LIB3118-005-Q1-K1-H5 

BLASTX 

g82696 

389 

l.Oe-37 

86 

90 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 

296824 

LIB3118-006-Q1-K1-A5 

BLASTX 

gl705844 

263 

8.0e-23 

85 

62 

CHALCONE SYNTHASE RJ5 (NARINGENIN-CHALCONE SYNTHASE) 

>gi 1362040_pir S56675 naringenin-chalcone synthase 

homolog RJ5 - garden strawberry (fragment) >gi_643078 
(U19942) chalcone synthase [Fragaria x ananassa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



296825 

LIB3118-006-Q1-K1-A6 

BLASTX 

g2911057 



41598 





w 

189 


J_j V CL-L UiC 


2.0e-14 


Match lenoth 


52 


% identity 


73 


NCBI Description 


(AL021961) 



- like protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296826 

LIB3118-006-Q1-K1-A8 

BLASTN 

g5091496 

35 

3.0e-10 

71 
87 

Oryza sativa genomic DNA, chromosome 6, clone P0680A03, 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296827 

LIB3118-006-Q1-K1-B10 

BLASTX 

gl68586 

238 

3.0e-20 

72 
68 

{M58656) pyruvate, orthophosphate dikinase [Zea mays] 
296828 

LIB3118-006-Q1-K1-B7 

BLASTX 

g2944417 

278 

l.Oe-24 

112 

57 

(AF049881) peroxidase FLXPER4 [Linum usitatissimum] 
296829 

LIB3118-006-Q1-K1-E12 

BLASTX 

g2832243 

179 

2.0e-13 

76 

55 

(AF031569) 22-kDa alpha zein 4 [Zea mays] 
296830 

LIB3118-006-Q1-K1-H3 

BLASTX 

gl22106 

227 

7.0e-19 

53 

91 

HISTONE H4 >gi_70771_pir HSZM4 histone H4 - maize 



41599 




>gi_81642_pir S06904 histone H4 - Arabidopsis thaliana 

>gi_2119028_pir S60475 histone H4 - garden pea 

>gi_21795_emb_CAA24924_ (X00043) histone H4 [Triticum 
aestivum] >gi_166740 (M17132) histone H4 [Arabidopsis 
thaliana] >gi_166742 (M17133) histone H4 [Arabidopsis 
thaliana] >gi_168499 (M36659) histone H4 (H4C13) [Zea mays] 
>gi_168501 (M13370) histone H4 [Zea mays] >gi_168503 
(M13377) histone H4 [Zea mays] >gi_498898 (U10042) histone 
H4 homolog [Pisum sativum] >gi_1806285_emb_CAB01914_ 
(Z79638) histone H4 homologue [Sesbania rostrata] 
>gi_3927823 (AC005727) histone H4 [Arabidopsis thaliana] 
>gi_4580385_gb__AAD24364.1_AC007184_4 (AC007184) histone H4 

[Arabidopsis thaliana] >gi_225838_prf 1314298A histone H4 

[Arabidopsis thaliana] 



Seq. No. 


296831 


Seq. ID 


LIB3118-007-Q1-K1-A5 


Method 


BLASTN 


NCBI GI 


gll84773 


BLAST score 


35 


E value 


2.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Zea mays glyceraldehyde-3-phosphate dehydrogenase GAP( 






Seq. No. 


296832 


Seq. ID 


LIB3118-007-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


gl68586 


BLAST score 


235 


E value 


5.0e-20 


Match length 


79 


% identity 


63 


NCBI Description 


{M58656) pyruvate, orthophosphate dikinase [Zea mays] 


Seq. No. 


296833 


Seq. ID 


LIB3118-007-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g2832243 


BLAST score 


165 


E value 


l.Oe-11 


Match length 


64 


% identity 


55 


NCBI Description 


{AF031569) 22-kDa alpha zein 4 [Zea mays] 


Seq, No. 


296834 


Seq. ID 


LIB3118-007-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g466160 


BLAST score 


336 


E value 


l.Oe-31 


Match length 


81 


% identity 


80 


NCBI Description 


HYPOTHETICAL 9.8 KD PROTEIN ZK652.3 IN CHROMOSOME III 




>gi_630771 pir S44903 ZK652.3 protein - Caenorhabdit. 




elegans >gi_289769 (L14429) putative [Caenorhabditis 



41600 



elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296835 

LIB3118-007-Q1-K1-C6 

BLASTX 

gl41613 

195 

3.0e-15 

90 

49 

ZEIN-ALPHA PRECURSOR (22 KD) {CLONES PZ22.1 AND 22A1) 

>gi 72305 pir ZIZM21 22K zein precursor (clone pZ22.1) 

maiie >gi~22532_emb_CAA24725_ (V01478) zein [Zea mays] 

296836 

LIB3118-007-Q1-K1-F6 

BLASTX 

g82696 

259 

8.0e-23 

87 
62 

glycine-rich protein - maize >gi_22293_einb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 



Seq. No. 


296837 


Seq. iu 


T TR^I 1 8-008-O1-K1-A4 


Method 


BLASTN 


NCBI GI 


g463151 


BLAST score 


185 


E value 


l.Oe-99 


Match length 


409 


% identity 


86 


NCBI Description 


Zea mays high sulfur 


Seq. No. 


296838 


Seq. ID 


LIB3118-g08-Ql-Kl-B2 


Method 


BLASTN 


NCBI GI 


g463151 


BLAST score 


68 


E value 


7.0e-30 


Match length 


148 


% identity 


86 


NCBI Description 


Zea mays high sulfur 


Seq. No. 


296839 


Seq. ID 


LIB3118-008-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g550434 


BLAST score 


322 


E value 


8.0e-30 


Match length 


110 


% identity 


56 


NCBI Description 


(X81828) cytochrome 


Seq. No. 


296840 


Seq. ID 


LIB3118-008-Q1-K1-B7 



complete cds 



41601 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g266398 

254 

4.0e-22 

61 

79 

TRYPSIN/FACTOR XIIA INHIBITOR PRECURSOR (HAGEMAN FACTOR 

INHIBITOR) (CHFI) >gi_68849_pir TIZMl trypsin/f actor Xlla 

inhibitor precursor - maize >gi_22327_emb_CAA37 998_ 
(X54064) corn Hageiaan factor inhibitor [Zea mays] 

296841 

LIB3118-008-Q1-K1-C6 

BLASTX 

g82696 

164 

9.0e-25 

86 

71 

glycine-rich protein - maize >gi__22293_emb_CAA43431__ 
(X61121) glycine-rich protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296842 

LIB3118-008-Q1-K1-D10 

BLASTN 

gl68675 

52 

l.Oe-20 

121 

84 

Maize mutant zein {zE19) 
296843 

LIB3118-008-Q1-K1-D9 

BLASTN 

gl68675 

62 

2.0e-26 

150 

87 

Maize mutant zein (zE19) 



gene, complete cds 



gene, complete cds 



296844 

LIB3118-008-Q1-K1-E8 

BLASTX 

g4432814 

188 

2.0e-14 

93 

45 

{AC006593) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



296845 

LIB3118-008-Q1-K1-G6 

BLASTX 

gl29916 

203 



41602 



E value 
Match length 
% identity 
NCBI Description 



l.Oe-21 

118 

57 

PHOSPHOGLYCERATE KINASE, CYTOSOLIC >gi_66911__pir TVWTGY 

phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat 
>gi_21835_emb_CAA33302_ (X15232) phosphoglycerate kinase 
(AA 1 - 401) [Triticum aestivum] 



Seq. No. 


296846 




Seq. ID 


LIB3118-008-Q1-K1-G9 




Method 


BLASTN 




NCBI GI 


g22516 




BLAST score 


141 




E value 


l.Oe-73 




Match length 


161 




% identity 


97 




NCBI Description 


Maize Zc2 gene for zein ; 


Seq. No. 


296847 




Seq, ID 


LIB3118-009-Q1-K1-A8 




Method 


BLASTX 




NCBI GI 


gl00547 




BLAST score 


156 




E value 


2,0e-10 




Match length 


60 




% identity 


55 




NCBI Description 


globulin precursor - 


oat 


Seq. No. 


296848 




Seq. ID 


LIB3118-009-Q1-K1-B3 




Method 


BLASTX 




NCBI GI 


gl41600 




BLAST score 


241 




E value 


4.0e-29 




Match length 


104 




% identity 


69 




NCBI Description 


2EIN-ALPHA PRECURSOR 


(19 



Zc2 (28 kD glutelin-2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq- ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



) {CLONE 19B1) 

>gi_72315_pir ZIZMBl 19K zein precursor (clone cZ19Bl) - 

maize >gi_168674 (M12143) 19 kDa zein protein [2ea mays] 

296849 

LIB3118-009-Q1-K1-B7 

BLASTN 

g22544 

70 

4.0e-31 

226 
84 

Maize mRNA (clone A30) 



for zein (a plant storage protein) 



296850 

LIB3118-009-Q1-K1 -C6 

BLASTX 

g2982245 

162 

2.0e-ll 
73 



41603 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47 

(AF051205) hypothetical protein [Picea mariana] 
296851 

LIB3118-009-Q1-K1-C7 

BLASTX 

g3377797 

236 

7.0e-20 

86 

63 

{AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067/ coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296852 

LIB3118-009-Q1-K1-E3 

BLASTN 

g2811133 

214 

l.Oe-117 

277 

95 

Zea mays starch synthase isoform zSTSII-l 
partial cds 



(zSSIIa) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 



296853 

LIB3118-010-Q1-K1-A2 

BLASTX 

gl41597 

166 

7.0e-24 

109 

66 

ZEIN- ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314_pir 2IZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ {V01481) reading frame zein [2] 
[Zea mays] 

296854 

LIB3118-010-Q1-K1-B7 

BLASTN 

g22312 

78 

6.0e-36 

191 

92 

Maize ABA-inducible gene for glycine-rich protein ( ABA = 
abscisic acid) 

296855 

LIB3118-010-Q1-K1-C8 

BLASTX 

gll2994 

319 



41604 



E value 
Match length 
% identity 
NCBI Description 



l.Oe-29 

71 

86 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 
>gi 82685 pir S04536 embryonic abundant protein, 
glycine-rTch "maize >gi_22313_einb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi 226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 296856 

Seq. ID LIB3118-010-Q1-K1-D12 

Method BLASTX 

NCBI GI g22216 

BLAST score 236 

E value 7,0e-20 

Match length 66 

% identity 7 6 

NCBI Description (X55722) 22kD zein [Zea mays] 

Seq, No, 296857 

Seq. ID LIB3118-010-Q1-K1-H10 

Method BLASTN 

NCBI GI g2062705 

BLAST score 36 

E value 5.0e-ll 

Match length 36 

% identity 100 

NCBI Description Human butyrophilin (BTF5) mRNA, complete cds 

Seq. No. 296858 

Seq. ID LIB3118-011-Q1-K1-A6 

Method BLASTN 

NCBI GI gl314428 

BLAST score 150 

E value 6.0e-79 

Match length 150 

% identity 100 

NCBI Description Zea mays ssp. huehuetenangensis Doebley M031 ITSl, 
ribosomal RNA, ITS2 



Seq. No. 296859 

Seq. ID LIB3118-011-Q1-K1-B1 

Method BLASTX 

NCBI GI g3264767 

BLAST score 269 

E value l.Oe-23 

Match length 68 

% identity 74 . ■ ,i 

NCBI Description (AF071893) AP2 domain containing protein [Prunus armeniaca] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



296860 

LIB3118-011-Q1-K1-C10 

BLASTN 

g498774 

42 

9.0e-15 



41605 




Match length ^ 70 
% identity 90 
NCBI Description 2. mays 



(cv DH5XDH7) hsp70-5 mRNA 




for heat shock protein 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296861 

LIB3118-011-Q1-K1-C4 

BLASTX 

g2119936 

171 

3.0e-12 

106 

40 

translation initiation factor 
(fragment) 



eIF-4A.6 - common tobacco 



Seq. No. 


296862 




Seq. ID 


LIB3118- 


011-Q1-K1-C6 


Method 


BLASTX 




NCBI GI 


g224507 




BLAST score 


522 




E value 


3.0e-53 




Match length 


152 




% identity 


74 




NCBI Description 


zein Al 


[Zea mays] 


Seq. No. 


296863 




Seq. ID 


LIB3118- 


011-Q1-K1-D7 


Method 


BLASTX 




NCBI GI 


g224508 




BLAST score 


170 




E value 


3.0e-12 




Match length 


70 




% identity 


61 




NCBI Description 


sein A20 


[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296864 

LIB3118-011-Q1-K1-E1 

BLASTN 

gl68677 

55 

3.0e-22 

162 
83 

Maize 19 kDa zein mElNA^ 



clone CZ19C1, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296865 

LIB3118-011-Q1-K1-H3 

BLASTX 

g4335745 

240 

l.Oe-20 

99 
43 

(AC006284) putative hydrolase (contains an 
esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 



41606 



Seq. No. 


296866 


Seq. ID 


LIB3118-012-Q1-K1-A3 


Method 


BLASTN 


NCBI GI 


g22514 


BLAST score 


124 


E value 


2 . Oe-63 


Match length 


232 


% identity 


88 


NCBI Description 


Maize Zcl gene for Zein : 


Seq. No. 


296867 


Seq. ID 


LIB3118-012-Q1-K1-A5 


Method 


BLASTX 


XT /TO T T 

NCBI GI 


g3UoU4(JU 


BLAST score 


192 


E value 


8.0e-15 


Match length 


48 


% identity 


73 


NCBI Description 


(AL022603) putative prot( 



(14 kD zein-2) 



>gi_4 45526 4_emb_CAB3 6 8 0 0 . 1_ 
[Arabidopsis thaliana] 



(AL035527) putative protein 



Seq. No. 


296868 


Seq. ID 


LIB3118-012-Q1-K1-B12 


Method 


BLASTX 




rrl 41 fiO'^ 

y Xri -L OUO 


BLAST score 


154 


E value 


l.Oe-22 


Match length 


82 


% identity 


73 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) 




>gi 72311 pir ZIZM2 19K zein 




>gi_22529_emb_CAA24723_ (V0147 


Seq. No. 


296869 


Seq. ID 


LIB3118-012-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g2832243 


BLAST score 


190 


E value 


l.Oe-14 


Match length 


81 


% identity 


57 


NCBI Description 


(AF031569) 22-kDa alpha zein 4 


Seq. No. 


296870 


Seq. ID 


LIB3118-012-Q1-K1-D6 


Method 


BLASTN 


NCBI GI 


gl68702 


BLAST score 


48 


E value 


3.0e-18 


Match length 


116 


% identity 


86 


NCBI Description 


Corn 22 kDa zein protein gene, 


Seq. No, 


296871 


Seq. ID 


LIB3118-012-Q1-K1-E1 


Method 


BLASTX 



- maize 



41607 




NCBI GI 


g82660 


BLAST score. 


342 


E value 


3.0e-32 


Match length 


100 


% identity 


70 


NCBI Description 


19K zein precursor (clone ZG31A) - maize (fragment) 




>gi_809117_enib_CAA24720_ (V01473) zein [Zea mays] 


Seq. No. 


296872 


Seq. ID 


LIB3118-012-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g82660 


BLAST score 


339 


E value 


7.0e-32 


Match length 


104 


% identity 


67 


NCBI Description 


19K zein precursor (clone ZG31A) - maize (fragment) 




>gi_809117_emb_CAA24720_ (V01473) zein [Zea mays] 


Seq. No. 


296873 


Seq. ID 


LIB3118-012-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


gl41598 


BLAST score 


313 


E value 


9.0e-29 


M?itph IPTiCTth 


120 


% identity 


58 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) {CLONE ZG99) 




>gi 72313 pir 2IZM99 19K zein precursor (clone ZG99) - 




maize >gi 22519 erab CAA24717 (V01470) zein [Zea mays] 




>gi_22534_emb_CAA24726_ (V0147 9) zein [Zea mays] 


Seq. No. 


296874 


Seq. ID 


LIB3118-012-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g4559381 


BLAST score 


242 


E value 


l.Oe-20 


Match length 


103 


% identity 


45 


NCBI Description 


(AC006526) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


296875 


Seq. ID 


LIB3118-012-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


gl41608 


BLAST score 


325 


V, va] tip 


2 . Oe-30 


Match length 


99 


% identity 


72 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (PMSl) >gi 100943 pir S15655 




zein, 19K - maize >gi_22446_emb_CAA37651_ (X53582) 19 kDa 




zein [Zea mays] 


Seq. No. 


296876 


Seq. ID 


LIB3118-012-Q1-K1-G9 


Method 


BLASTN 



41608 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl68681 
56 

8.0e-23 

144 

85 

Maize 19 kDa zein mRNA, clone cZ19Dl, complete cds . 
>gi_27 068 6_gb_I03333_ Sequence 8 from Patent US 

296877 

LIB3118-013-Q1-K1-A1 

BLASTX 

g266398 

369 

2.0e-35 

86 

73 

TRYPSIN/FACTOR XI lA INHIBITOR PRECURSOR (HAGEMAN FACTOR 

INHIBITOR) (CHFI) >gi_68849__pir TIZMl trypsin/f actor Xlla 

inhibitor precursor - maize >gi_22327_emb_CAA37 998_ 
(X54064) corn Hageman factor inhibitor [Zea mays] 



Seq. No. 


296878 


Seq. ID 


LIB3118-013-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g629861 


BLAST score 


222 


E value 


2.0e-18 


Match length 


71 


% identity 


63 


NCBI Description 


zein Zdl, 19K - maize >gi_535020_emb_CAA4 7639_ (X67203) 




zein Zdl (19 kDa zein) [Zea mays] 


Seq* No. 


296879 


Seq. ID 


LIB3118-013-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g2618701 


BLAST score 


252 


E value 


l.Oe-21 


Match length 


93 


% identity 


60 


NCBI Description 


{AC002510) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


296880 


Seq. ID 


LIB3118-013-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g266398 


BLAST score 


196 


E value 


4.0e-15 


Match length 


90 


% identity 


52 


NCBI Description 


TRYPSIN/FACTOR XIIA INHIBITOR PRECURSOR (HAGEMAN FACTOR 



INHIBITOR) (CHFI) >gi_68849_pir TIZMl trypsin/f actor Xlla 

inhibitor precursor - maize >gi_22327_emb___CAA37 998_ 
(X54064) corn Hageman factor inhibitor [Zea mays] 



Seq. No. 
Seq. ID 



296881 

LIB3118-013-Q1-K1-D10 



41609 



Method 

NCBI .GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g419a03 

267 

l.Oe-23 

80 
65 

zein protein 
mays] 



maize >gi_168705 (M72708) zein protein [Zea 



296882 

LIB3118-013-Q1-K1-E7 

BLASTX 

g585202 

214 

2,0e-17 

76 
63 

GLUTAMINE SYNTHETASE ROOT ISOZYME 2 (GLUTAMATE— AMMONIA 

LIGASE) >gi_481807_pir S39478 glutamate—ammonia ligase 

(EC 6.3.1.2) 1-2, cytosolic - maize 

>gi_434326_einb_CAA46720_ (X65927) glutamine synthetase [Zea 
mays] 

296883 

LIB3118-013-Q1-K1-G5 

BLASTX 

gl29916 

151 

4.0e-10 

90 

41 

PHOSPHOGLYCERATE KINASE, CYTOSOLIC >gi_66911_pir TVWTGY 

phosphoglycerate kinase {EC 2,7.2.3), cytosolic - wheat 
>gi_21835_emb_CAA33302_ {X15232) phosphoglycerate kinase 
(AA 1 - 401) [Triticum aestivum] 



Seq. No. 


296884 




Seq. ID 


LIB3118- 


013-Ql-Kl-HlO 


Method 


BLASTX 




NCBI GI 


g224507 




BLAST score 


164 




E value 


2,0e-ll 




Match length 


50 




% identity 


64 




NCBI Description 


zein Ai 


[Zea mays] 


Seq. No. 


296885 




Seq. ID 


LIB3118- 


014-Q1-K1-A9 


Method 


BLASTX 




NCBI GI 


g4158230 




BLAST score 


290 




E value 


2.0e-26 




Match length 


85 




% identity 


71 




NCBI Description 


{Y18625) 


amylogenin [ 


Seq. No. 


296886 





41610 



Seq. ID 


LIB3118-014-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


gl29081 


BLAST score 


224 


E value 


2.0e-18 


Match length 


75 


% identity 


63 


NCBI Description 


OLEOSIN ZM-II {OLEOSIN 18 KD) (LIPID BODY-ASSOCIATED 




PROTEIN L2) >gi 100904 pir A35040 oleosin 18 - maize 




>gi_168509 (J05212) oleosin KD18 {L2) [Zea mays] 


Seq, No. 


296887 


Seq. ID 


LIB3118-014-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g3328122 


BLAST score 


167 


E value 


4.0e-12 


Match length 


53 


% identity 


66 


NCBI Description 


(AF073473) phosphoglycerate kinase precursor [Solanum 




tuberosum] 


Seq. No. 


296888 


Seq. ID 


LIB3118-014-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g2829924 


BLAST score 


143 


E value 


6.0e-09 


Match length 


58 


% identity 


48 


NCBI Description 


(AC002291) Unknown protein [Arabidopsis thaliana] 


Seq, No. 


296889 


Seq. ID 


LIB3118-014-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g629862 


BLAST score 


469 


E value 


4.0e-47 


Match length 


108 


% identity 


86 


NCBI Description 


zein Zdl, 19K - maize >gi_535021_emb_CAA47640_ (X67203) 




zein Zdl (19 kDa zein) [Zea mays] 


Seq. No. 


296890 


Seq- ID 


LIB3118-014-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g282881 


BLAST score 


218 


E value 


l.Oe-17 


Match length 


109 


% identity 


43 


NCBI Description 


receptor-like protein kinase precursor - Arabidopsis 




thaliana >gi_166846 (M84658) receptor-like protein kina. 




[Arabidopsis thaliana] 


Seq. No. 


296891 


Seq. ID 


LIB3118-014-Q1-K1-E10 



41611 



Method 

,NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g944842 

140 

4.0e-09 

65 
54 

(X80023) 



ATP/ADP carrier protein [Triticum turgidum] 



296892 

LIB3118-014-Q1-K1-E12 

BLASTX 

gl41614 

325 

3,0e-30 

123 

60 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE ZAl OR Ml) 

>gi_82662_pir B22831 22K zein precursor (clone Ml) - maize 

>gi_22527__einb_CAA24722_ {V01475) reading frame zein [Zea 
mays] >gi_224510_prf 1107201D zein Ml [Zea mays] 

296893 

LIB3118-014-Q1-K1-E4 

BLASTX 

g629861 

331 

6.0e-31 

98 

70 

zein Zdl, 19K - maize >gi__535020_emb__CAA47639_ (X67203) 
zein Zdl (19 kDa zein) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296894 

LIB3136-001-P1-K1-A7 

BLASTX 

g4337179 

152 

4.0e-10 

63 

49 

(AC006416) This gene is continued 
T12M14. [Arabidopsis thaliana] 



on the 5' end of BAC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296895 

LIB3136-001-P1-K1-C9 

BLASTX 

g2511531 

220 

6.0e-18 

95 

58 

(AF008120) alpha tubulin 
>gi_3 16394 4_emb_CAA0 6 6 1 8_ 
[Eleusine indica] 



1 [Eleusine indica] 
(AJ005598) alpha-tubulin 1 



Seq. No. 
Seq. ID 



296896 

LIB3136-002-P1-K1-B11 



41612 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g4056469 

192 

2.0e-24 

84 

74 

{AC005990) Strong similarity to gb_M95166 ADP-ribosylation 
factor from Arabidopsis thaliana. ESTs gb_Z25826, 
gb_R90191, gb_N65697, gb_AA713150, gb_T46332, gb_AA040967, 
gb_AA712956, gb__T46403, gb_T46050, gb_AI100391 and 
gb_Z25043 come from t 

296897 

LIB3136-002-P1-K1-C1 

BLASTX 

g2827143 

175 

9.0e-13 

107 

40 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

296898 

LIB3136-002-P1-K1-D2 

BLASTX 

gl36745 

712 

2.0e-75 

151 

89 

FLAVONOL 3-0-GLUCOSYLTRANSFERASE (UDP-GLUCOSE FLAVCNOID 
3-0-GLUCOSYLTRANSFERASE) (BRONZE-l) (BZ-W22 ALLELE) 

>gi_82690_pir S01037 flavonol 3-0-glucosyltransf erase (EC 

2.4.1.91) {allele Bz-W22) - maize >gi__22210__emb_CM.307 60_ 

(X07937) UDPglucose flavonoid glycosyl transferase [Zea 
mays] >gi_22506_emb_CAA31857__ (X13502) UFGT (AA 1 - 471) 

[Zea mays] 

296899 

LIB3136-002-P1-K1-E8 

BLASTX 

gl350969 . 

207 

l.Oe-16 

62 

66 

40S RIBOSOMAL PROTEIN S26 (S3i) >gi_971284_db j_BAAO7208_ 
(D38011) ribosomal protein S31 [Oryza sativa] 

296900 

LIB3136-002-P1-K1-G9 

BLASTX 

g4582787 

221 

l.Oe-18 

54 



41613 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



83 

(AJ012281) adenosine kinase [Zea mays] 
296901 

LIB3136-002-P1-K1-H11 

BLASTX 

g3334115 

213 

3.0e-17 

74 

64 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi_24 63664 
{AF006489) adenine nucleotide translocator 1 [Gossypium 

hirsututa] 



Seq. No. 


296902 


Seq. ID 


LIB3136-003-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g3935148 


BLAST score 


172 


E value 


4»0e-23 


Match length 


110 


% identity 


55 


NCBI Description 


(AC005106) T25N20.12 [Arabidopsis thai 


Seq. No. 


296903 


Seq. ID 


LIB3136-003-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g584893 


BLAST score 


164 


E value 


l.Oe-11 


Match length 


80 


% identity 


47 


NCBI Description 


SERINE CARBOXYPEPTIDASE III PRECURSOR 



>gi_283002_pir S22530 carboxypeptidase III (EC 3.4.16. 

rice >gi_218153_dbj_BAA01757_ (D10985) serine 
carboxypeptidase III [Oryza sativa] 



Seq. No. 


296904 


Seq, ID 


LIB3136-003 


Method 


BLASTX 


NCBI GI 


g2827534 


BLAST score 


264 


E value 


3.0e-23 


Match length 


92 


% identity 


63 


NCBI Description 


(AL021633) 


Seq. No. 


296905 


Seq. ID 


LIB3136-003 


Method 


BLASTX 


NCBI GI 


g2492636 


BLAST score 


457 


E value 


9.0e-46 


Match length 


95 


% identity 


94 



41614 



NCBI Description 



ACONITASE (ACONITATE HYDRATASE) (CITRATE HYDRO-LYASE) 

>gi_1084317_pir S49849 aconitate hydratase (EC 4,2.1.3) 

muskmelon [fragment) >gi_599723_emb_CAA58047_ (X82840) 
aconitase [Cucumis melo] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296906 

LIB3136-003-Q1-K1-S11 

BLASTX 

g3236259 

245 

7.0e-21 

102 

52 

(AC004684) 
thaliana] 



putative alcohol dehydrogenase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296907 

LIB3136-004-Q1-K1-C4 

BLASTN 

g2431768 

104 

l.Oe-51 

180 

89 

Zea mays acidic ribosomal protein Pla (rppla) mRNA, 
complete cds 

296908 

LIB3136-004-Q1-K1-D1 

BLASTX 

gl931647 

325 

3.0e-30 

77 

81 

(095973) endomembrane protein EMP70 precusor isolog 
[Arabidopsis thaliana] 

296909 

LIB3136-004-Q1-K1-F2 

BLASTX 

g2062167 

391 

6.0e-38 

123 
58 

(AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



296910 

LIB3136-004-Q1-K1-F9 

BLASTN 

g5514B2 

40 

4.0e-13 

126 

83 



41615 




NCBI Description Zea mays ABA- and ripening-inducible-like protein mRNA, 
complete cds 



Seq. No, 


296911 


Seq. ID 


LIB3136-004-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


g2262099 


BLAST score 


177 


E value 


4 . Oe-13 


Match length 


74 


% identity 


46 


NCBI Description 


[AC002343) thaumatin isolog [Arabidopsis thaliana] 


Seq. No. 


296912 


Seq. ID 


LIB3136-004-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g2108252 


BLAST score 


271 


E value 


5.0e-24 


Match length 


112 


% identity 


56 


NCBI Description 


(Y10228) P-glycoprotein-2 [Arabidopsis thaliana] 




>gi 2108254 emb CAA71276 (Y10227) P-glycoprotein-2 




[Arabidopsis thaliana] >gi_4538925_emb_CAB39661 . 1_ 




{AL049483) P-giycoprotein-2 {pgp2) [Arabidopsis thali 


Seq. No. 


296913 


Seq. ID 


LIB3136-004-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


gl839188 


BLAST score 


150 


E value 


l.Oe-09 


Match length 


56 


% identity 


55 


NCBI Description 


(U86081) root hair defective 3 [Arabidopsis thaliana] 


Seq. No. 


296914 


Seq. ID 


LIB3136-005-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2244888 


BLAST score 


144 


E value 


3.0e-09 


Match length 


46 


% identity 


48 ' 


NCBI Description 


(Z97338) similarity to cytochrome P450 [Arabidopsis 




thaliana] 


Seq. No. 


296915 


Seq. ID 


LIB3136~0Q5-Q1-K1-B4 


Method 


BLASTN 


NCBI GI 


gl845194 


BLAST score 


184 


E value 


4.0e-99 


Match length 


271 


% identity 


93 


NCBI Description 


Z.mays mRNA for HMGcl protein 



41616 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296916 

LIB3136-005-Q1-K1-C11 

BLASTX 

g2495171 

468 

4.0e-47 

96 
93 

DELTi^-AMINOLEVULINIC .ACID DEHYDRATASE PRECURSOR 
(PORPHOBILINOGEN SYNTHASE) (ALADH) 

>gi_1041423_emb_CAA63139_ (X92402) aminolevulinate 
dehydratase [Hordeum vulgare] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296917 

LIB3136-005-Q1-K1-D3 

BLASTX 

g3451067 

154 

l.Oe-10 

64 

50 

(AL031326) putative protein [Arabidopsis thaliana] 



beq. NO. 




Seq. ID 




Method 


BLASTX 


NCBI GI 


g2326947 


BLAST score 


288 


E value 


fi . US z o 


Match length 


91 


% identity 


64 


NCBI Description 


(Z50801) Chlorophyll a/b- 




[Zea mays] 


Seq. No. 


296919 


Seq. ID 


LIB3136-005-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g893294 


BLAST score 


183 


E value 


7.0e-14 


Match length 


86 


% identity 


50 


NCBI Description 


(L43362 ) 4-coumarate : CoA 


Seq. No. 


296920 


Seq. ID 


LIB3136-005-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g2511531 


BLAST score 


258 


E value 


6.0e-29 


Match length 


86 


% identity 


76 


NCBI Description 


(AF008120) alpha tubulin 




>gi_3 163944 _emb_C AAO 6 6 1 8 _ 




[Eleusine indica] 


Seq. No. 


296921 



2 [Oryza sativa] 



1 [Eleusine indica] 
(AJ005598) alpha-tubulin 1 



41617 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3136-005-Q1-K1-H1 

BLASTX 

gl076421 

185 

8.0e-14 

46 
80 

transcription factor TGA3 - Arabidopsis thaliana >gi_304113 
(L10209) transcription factor [Arabidopsis thaliana] 

296922 

LIB3136-006-Q1-K1-A10 

BLASTX 

g2911059 

459 

5.0e-46 

99 

84 

{AL021961) putative protein [Arabidopsis thaliana] 
296923 

LIB3136-006-Q1-K1-B10 

BLASTX 

g2980806 

207 

2.0e-16 

60 
58 

(AL022197) putative protein [Arabidopsis thaliana] 
296924 

LIB3136-006-Q1-K1-B3 

BLASTX 

g2109457 

244 

6.0e-21 

84 

61 

{AFQ015Q1) chitinase [Oryza sativa] 
296925 

LIB3136-006-Q1-K1-B7 

BLASTX 

g2702280 

668 

2.0e-70 

140 

89 

{AC003033) photomorphogenesis repressor COPl [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



296926 

LIB3136-006-Q1-K1-D7 

BLASTX 

g642134 

157 

2.0e-15 



41518 



Match length 

% identity 

NCBI Description 



69 
68 

(D45355) protein kinase [Arabidopsis thaliana] 
>gi__3063704_emb_CAA18595.1_ {AL022537) protein kinase AME3 
[Arabidopsis thaliana] 





iC. J \} y ^ 1 


Qorr TFl 


j-l J. iD ^ -J \i \J\J i 




RT.A^TX 


In Ij X Vj X 






O J iJ 


JJJ V CLJ- Lie 


9.0e-34 


M^^tr'h 1 pnrrth 


89 


% identity 


75 


NCBI Description 


(AJ005346) 


OeCj . WO . 




beq. lu 


XiXdjX-jD UU / 


Method 


DXiiib i A 


JnUoI bl 


gZ ^-<cXoU4 


rsii/ibi score 


■^n Q 


Hi vaxue 








9- T A T> 4^ "I T 

-s iaenL.iL.y 


0 V 


NCBI Description 


{AF033496) 


oecj. JNO . 


z z? o y 


Seq. ID 


JjXrsol^D— UU 0 


Metnod 






gz 0 Z i?X U 


DLi/ioi score 


O O X 


E value 


o Ho— fin 
J . ue ou 


IXia-Udl XeilyX-li 


X o o 




28 




\ riv^ w U ^ ^ Zf J- 1 




chromosome 


Deq. LNO. 


Z J? D-? J U 


beq. XJJ 


XjXJSjXjD UUO 


Method 


oltAb i A 


INL-IjX oX 


yojzOvJ^sj 


DiiAbi score 


Xfl o 


E value 


1 , ue—u y 


riaucn xenyTi.n 


A 0 
Hl Z 


^ xaenuiuy 


c c 


WORT Hp e^r* r* T TTh" 1 on 


f AB016819^ 

\ xvLjvj X \J u X y 




thaliana] 


Seq. No. 


296931 


Seq. ID 


LIB3136-008 


Method 


BLASTX 


NCBI GI 


g3548802 


BLAST score 


337 


E value 


l.Oe-31 


Match length 


132 


% identity 


52 


NCBI Description 


(AC005313) 



40S ribosomal protein S5 [Cicer arietinum] 



herbicide safener binding protein [Zea mays] 



Unknown protein, contains regulator of 
condensation motifs [Arabidopsis thaliana] 



-Q1-K1-B8 



UDP-glucose glucosyltransf erase [Arabidopsis 



008-Q1-K1-C7 



axi 1-like protein [Arabidopsis thaliana] 



41619 



>gi_4335769_gt^_AAD17446_ {AC006284) putative axil protein 
[NicQtiana tab,acum] [Arabidopsis thaliana] 



Seq, No. 


296932 


Seq. ID 


LIB3136-008-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


gl076781 


BLAST score 


300 


E value 


3.0e-27 


Match length 


66 


% identity 


92 


NCBI Description 


transcription factor HBP-la(cl4) ~ wheat 




>gi 497895 dbj BAA02304 (D12920) transcription 




HBP-la(cl4) [Triticum aestivum] 


Seq. No. 


296933 


Seq. ID 


LIB3136-008-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g4566505 


BLAST score 


152 


E vaiue 


5.0e-10 


Match length 


45 


% identity 


67 


NCRT De<=? print ion 


{AF102868) bet a~D— glucan exohydrolase isoenzyme 




[Hordeum vulgare] 


Seq. No. 


296934 


Seq. ID 


LIB3136-008-Q1-K1-H1 


Me»t hod 


BLASTN 


NCBI GI 


a22484 


BLAST score 


54 


F. v;^ 1 HP 


7 Qe-22 


Mstr^h 1 pnrfth 


86 


Sr n fipnt 1 1 V 


93 


NCBI Description 


Z.mays RNA for superoxide disinutase Sod4A 


,.Seq. No. 


296935 


Seq, ID 


LIB3136-008-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g3163946 


BLAST score 


162 


E value 


1 . Oe-11 


Match lencrth 


65 


% 1 dent i t V 


58 


NCBI Description 


fAJ005599) aloha-tubulin 1 TEleusine indical 


Seq. No. 


296936 


Seq. ID 


LIB3136-009-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g2984709 


BLAST score 


286 


E value 


7.0e-32 


Match length 


121 


% identity 


66 


NCBI Description 


(AF0534 68) DnaJ-related protein ZMDJl [Zea mays 


Seq. No. 


296937 



41620 





LIB3136-010-O1-K1-A11 




Lie UllK^Vwl 


BLASTN 










BLAST score 


122 




E value 


4.0e-62 






1 ^ft 
o 




^ iaeiiLXt.y 






O T V* n 4" T ^ 

jnudi jjesc]npi,-Lon 




acid — 




fAcirl \ TTiRNA- pomolete 


cds 




^ 17 U -3 O O 




cjfirr TD 

Ot^V^ « J. 


LIB3136-010-O1-K1-A7 






j_Lno J. ^ 




NCBI GI 


g2425066 




BLAST score 


226 






2.0e-18 




LYia.L.cn ±eny un 


50 






94 




LNV^OX UCO^J- -LJ[J UX wii 


(AF019147) cysteine proteina 




296939 




O "C- ■ X 


LIB3136-010-Q1-K1-C5 






BLASTN 






g2773153 




BLAST score 


67 




E value 


3.0e-29 




Match length 


158 




^ laentity 


87 




NCBI Description 


Oryza sativa abscisic 


acid- 




(Asrl) mRNA, complete 


cds 


bec5- wo. 


296940 




Sea ID 


LIB3136-010-Q1-K1-C6 




Method 


BLASTX 




NCBI GI 


gl699023 




BLAST score 


346 




E value 


l.Oe-32 




Match length 


99 





[Zea mays] 



% identity 

NCBI Description 



70 

(U78866) putative arginine-aspartate-rich RNA binding 
protein [Arabidopsis thaliana] >gi_1699051 {U78867) 
putative aspartate-arginine-rich mRNA binding protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



296941 

LIB3136-010-Q1-K1-E5 

BLASTX 

g3757521 

245 

7.0e-21 

120 

45 

(AC005167) unknown protein [Arabidopsis thaliana] 
296942 

LIB3136-010-Q1-K1-F3 
BLASTN 



41621 






NCBI GI 


g3885883 




BLAST score 


43 




E value 


3.0e-15 




Match length 


83 




?; i ripnt itv 


90 




NCBI Description 


Oryza sativa 60S ribosomal protein L21 (RPL21) mRl 






complete cds 




Sea No 


296943 




Seq. ID 


LIB3136-011-Q1-K1-A5 




Method 


BLASTX 




NCBI GI 


gll71429 




BLAST score 


217 




E value 


9.0e-18 




Match length 


95 




% identity 


48 




NCBI Description 


(U44Q28) CKC [Arabidopsis thaliana] 




Sea No 


296944 




Seq. ID 


LIB3136-011-Q1-K1-C9 




Method 


BLASTX 




NCBI GI 


g3831455 




BLAST score 


209 


i 


E value 


l.Oe-16 




Matph 1 encrth 


64 






64 




NPRT Df^^^rr i nt ion 


(AC005700) putative ubiquitin activating enzyme 






[Arabidopsis thaliana] 


S 




296945 




Seq, ID 


LIB3136-011-Q1-K1-D2 




Method 


BLASTX 




NCBI GI 


g2984709 


o 


BLAST score 


402 




E value 


2.0e-39 




M;^i"ch lencrth 


105 




?; iripntitv 


76 




NCBI Description 


(AF0534 68) DnaJ-related protein ZMDJl [Zea mays] 




Sea No 


296946 




Seq. ID 


LIB3136-011-Q1-K1-D6 




Method 


BLASTX 




NCBI GI 


g3212869 




BLAST score 


416 




E value 


5.0e-41 




Match length 


113 




% identity 


70 




NCBI Description 


(AC004005) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



296947 

LIB3136-011-Q1-K1-E3 

BLASTX 

g4454010 

310 

l.Oe-28 

97 

64 



41622 



NCBI Description 



(AL035396) putative protein [Arabidopsis thaliana] 



Seq. No. 


296948 


Seq. ID 


LIB3136-011-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g82696 


BLAST score 


376 


E value 


3.0e-36 


Matph 1 pnrrtln 


79 


% identity 


92 


NPRT Dpspt 1 "nt 1 nn 

i— <^ -L J-y \^ ^ ^ Kt/ \^ -I- \^ ± 1 


glycine~rich protein ~ inaize ^qi 22293 einb 




(X61121) glycine^rich protein [Zea mays] 


Seq. No. 


296949 


Seq. ID 


LIB3136-011-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g4646221 


BLAST score 


192 


TT V3 1 IIP 


9. Oe-15 




45 


% 1 dpnt 1 t V 


80 


NPRT np*=!r'T"i nt 1 on 


(l\C001'?^0\ mitativp in emhranp — associated Dr( 




r ATaHi do"DS i s thalianal 


Sea. No. 


296950 


Seq. ID 


LIB3136-011-Q1-K1-G4 


Method 


BLASTX 


iN ^ Jj X 'dX 






iL. Zf \) 


E value 


s np-97 


Mat ph lencfth 


90 








frTfi?7Qft^ ^rARFPROW f Ayahi Hnnci i ^ hhalianal 
i ^ \j f tij\^£\£\iLi\^r\\j9H ^ dxj X w w o X o ^iidx xdiiCL J 


Sea. No. 


296951 


Seq. ID 


LIB3136-011-Q1-K1-H6 


Method 


BLASTX 


NCBI GI 


a2393724 


BLAST score 


154 


Tra 1 n 

J—l V Cl -L U.Cr 


3 Oe-10 


Match lencrth 

L ±GL \^ X ^ ^ X X ^ X X 


77 


^ T HpTI t" 1 I" V 


36 


WPRT Dp^r'Ti dI" "i nn 

XJ J- LJ O W J L k-V 1_ -l_ W X X 


friRDfllQ^ nl 111" a "hlTi nrip— 5^ — t yan "FpTa "^(^^^ hmnnl nfi 


Seq. No. 


296952 


Seq. ID 


LIB3136-012-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g3746431 




251 


E value 


2.0e-24 


Match length 


86 


% identity 


70 


NCBI Description 


(AF038585) pyruvate dehydrogenase kinase i; 




[Zea mays] 


Seq. No. 


296953 


Seq, ID 


LIB3136-012-Q1-K1-B1 



3' partic 



[Mus musculus] 



41623 



Method BLASTX 

NCBI GI g3822403 

BLAST score 185 

E value 7.0e-14 

Match length 51 

% identity 63 

NCBI Description {AF087932) hydroperoxide lyase [Arabidopsis thaliana] 

Seq. No, 296954 

Seq. ID LIB3136-012-Q1-K1-C11 

Method BLASTX 

NCBI GI gll9350 

BLAST score 137 

E value l.Oe-08 

Match length 30 

% identity 90 



NCBI Description ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_81608_pir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi__16271_emb_CAA41114_ (X58107) enolase 
[Arabidopsis thaliana] 

>gi_4581151_gb__AAD24635.1_AC006919_13 (AC006919) enolase 
{2-phospho-D-glycerate hydroylase) ; identical to P25696 
[Arabidopsis thaliana] 



Seq. No. 


o rk /" n c c 


oeq. iJJ 


T '^fi — Ci^ 9— m — 'K'l —T?^ 

jjiDoio 0 uiz yx j\x ejO 


Method 


BLASTX 


NCBI GI 


g3415134 


BLAST score 


343 


E value 


2.0e-32 


Match length 


122 


% identity 


59 


NCBI Description 


{AF082024) Phybl [Pimpinella brachycarpa] 


Seq. No. 


296956 


Seq. ID 


LIB3136-012-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g3043415 


BLAST score 


327 


E value 


9.0e-31 


Match length 


72 


% identity 


89 


NCBI Description 


(Y17053) At-hsc70-3 [Arabidopsis thaliana] 


Seq. No. 


296957 


Seq. ID 


LIB3136-012-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g4490316 


BLAST score 


146 


E value 


3.0e-09 


Match length 


54 


% identity 


46 


NCBI Description 


(AL035678) nucellin-like protein [Arabidopsis 


Seq. No. 


296958 


Seq. ID 


LIB3136-013-Q1-K1-C10 



41624 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2431766 

151 

9.0e-80 

171 

98 

Zea mays acidic ribosomal protein P3a (rpp3a) mRNA, 
complete cds 

296959 

LIB3136-013-Q1-K1-C12 

BLASTX 

gl778093 

344 

5.0e-33 

122 

63 

{U64902) putative sugar transporter; member of major 
facilitative superfamily; integral membrane protein [Beta 
vulgaris] 

296960 

LIB3136-013-Q1-K1-C6 

BLASTX 

g4646217 

305 

5.0e-28 \^ 

103 

56 

(AC007290) 
thaliana] 



putative phosphoprotein phosphatase [Arabidopsis 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



296961 

LIB3136-013-Q1-K1-C9 

BLASTX 

g3249105 

146 

8.0e-lG 

60 

50 

(AC003114) Contains similarity to protein phosphatase 2C 
(ABIl) gb_X78886 from A, thaliana. [Arabidopsis thaliana] 

296962 

LIB3136-013-Q1-K1-D4 

BLASTX 

g2894534 

403 

2.0e-39 

91 

86 

(AJ224327) aquaporin [Oryza sativa] 
296963 

LIB3136-013-Q1-K1-F3 

BLASTX 

g3355468 



41625 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



218 

6.0e-18 ^ 

72 

68 

(AC0042181 
thaliana] 



putative ribosomal protein L35 [Arabidopsis 





Sea No 


296964 




Sea. ID 


LIB3136-013-Q1-K1-F9 




Mf=^t hod 


BLASTN 




NPRT 

L\ w LJ ~L. \J JL 


a3821780 




BLAST score 


36 




E value ^ 


8 .Oe-11 




Match length 


36 




% identity 


100 




NCBI Description 


Xenopus laevis cDNA clone 27A6-1 




Sea No 


296965 




Sea ID 


LIB3136-013-O1-K1-G9 




Lie 


RT.ASTX 

1111 r-\ . ] X X V 






ij ^ X >J / 




BLAST score 


219 




E value 


3.0e-18 




Match length 


61 




% identity 


70 




NCBI Description 


ribosomal 5S RNA-binding protein - Rice 




Seq, No. 


296966 




Seq, ID 


LIB3136-013-Q1-K1-H2 




Method 


BLASTX 




NCBI GI 


g4107009 




BLAST score 


340 




E value 


6.0e-32 




Match length 


70 




% identity 


94 




NCBI Description 


(D82039) OSKl [Oryza sativa] 



Seq. No. 


296967 


Seq. ID 


LIB3136-013-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g3107931 


BLAST score 


158 


E value 


4.0e-ll 


Match length 


79 


% identity 


47 


NCBI Description 


{AB013353) UDP-glucose pyrophosphorylase [Pyrus pyrifolia 


Seq. No. 


296968 


Seq. ID 


LIB3136-013-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g2781433 


BLAST score 


286 


E value 


l.Oe-25 


Match length 


94 


% identity 


56 


NCBI Description 


(AF030052) RSWl-like cellulose synthase catalytic subunit 




[Oryza sativa subsp. japonica] 



41626 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.96969 

LIB3136-014-Q1-K1-A8 

BLASTX 

g3122013 

185 

9.0e-14 

80 
47 

DNAJ PROTEIN >gi_1750265 (U72720) DnaJ [Streptococcus 
pneumoniae] 



CcirT "Mo 
O tr • i>< iJ • 




Oe^rt TV) 




Method 


BLASTX 


NCBI GI 


g4432983 


iDj_Lrt.o i score 


^ o o 


ill vaxue 




Match length 








NCBI Description 


tJJo/U44) prorem Kinase < 




mays ] 


oeq • iNo . 


z o _? / J. 


Seq. ID 


T Tn'51 "5^^ ni —vo—oi i 


Method 


bLiibi A 


NCBI GI 


g3163946 


BLAST score 


273 


E value 


D , ue— 


Match length 


Q 


^ xaentity 


/ 0 


NL-Di. jjescripx-ion 


VrlU UUO O .7 _3 / ci-L^iia. UUJJUJ.JL11 


beq. NO. 




beq. lu 


XiXojXod uxft ^i^x r\.z ux 


iYiei-noci 


DXiriO 1 A 


NCBI GI 


g3913239 


BLAST score 


448 


E value 


X . ue— 44 


LYiaucn -Leny uu 




% identity 


92 


NCBI Description 


PROBABLE 1-DEOXYXYLULOSE 




SYNTHASE) >gi_2 612941 (A 




protein [Oryza sativa] 


Seq. No. 


296973 


Seq. ID 


LIB3136-015-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g3236249 


BLAST score 


445 


E value 


3.0e-44 


Match length 


138 


% identity 


59 


NCBI Description 


(AC004684) hypothetical 


Seq. No. 


296974 


Seq. ID 


LIB3136-015-Q1-K1-A6 



(fragment) [2ea 



1 [Eleusine indica] 



(DXP 



41627 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4165550 

217 

l,0e-17 

49 

86 

{AJ004915) 



apgm [Malus domestical 



296975 

LIB3136-015-Q1-K1-B2 

BLASTX 

g3928084 

184 

7.0e-14 
101 
43 

{AC005770) 
thaliana] 



retrotransposon-like protein [Arabidopsis 



Qc^rr "Kir* 
O c • i\ vJ « 






LiJ-aOj-0\J \J 1.U i\.J. 


Method 


Dijii.o i A 






D-LiriO 1 oL^L/I-C 


91 ft 

^ X o 


S-4 V C3. -L Lie 


l.Oe-17 


Match length 


98 


% identity 


51 


NCBI Description 


{X95909) receptor like protein kinase [Arabic 




thaliana] 


Seq. No. 


296977 


Seq. ID 


LIB3136-015-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g4512674 


BLAST score 


160 


E value 


7.0e-ll 


Match length 


111 


% identity 


37 


NCBI Description 


(AC006931) hypothetical protein [Arabidopsis 


Seq. No. 


296978 


Seq. ID 


LIB3136-015-Q1-K1-D1Q 


Method 


BLASTX 


NCBI GI 


g3913427 


BLAST score 


287 


E value 


6.0e-26 


Match length 


88 


% identity 


67 


NCBI Description 


S-ADENGSYLMETHIONINE DECARBOXYLASE PROENZYME 



(ADOMETDC) 



(SAMDC) >gi_1532073_emb_CAA69075_ (Y07767) 
S-adenosylmethionine decarboxylase [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



29697 9 

LIB3136-015-Q1-K1-D6 

BLASTX 

g3913464 

205 



41628 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-25 

101 

55 

BETAINE-ALDEHYDE DEHYDROGENASE (BADH) 
>gi_2244604_dbj_BAA21098_ (AB001348) betaine aldehyde 
dehydrogenase [Oryza sativa] 

296980 

LIB3136-015-Q1-K1-G1 

BLASTX 

g3309086 

228 

7.0e-19 

56 

79 

{AF076253) 
thaliana] 



calcineurin B-like protein 3 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296981 

LIB3136-015-Q1-K1-H7 

BLASTX 

gl550738 

141 

9.0e-09 

68 
46 

(Y08061) endomembrane-associated protein [Arabidopsis 
thaliana] >gi_2982443_einb_CAA18251_ (AL022224) 
endomembrane-associated protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



296982 

LIB3136-016-Q1-K1-C3 

BLASTX 

g4587512 

360 

2.0e-34 

132 

54 

(AC007060) Strong similarity to gi_2245113 
glyceroi-3-phosphate permease homolog from Arabidopsis 
thaliana BAC gb_Z97343 and a member of the PF_00083 Sugar 
transporter family 

296983 

LIB3136-016-Q1-K1-D1 

BLASTX 

g3075394 

173 

5.0e-13 

71 

52 

(AC004484) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] >gi_3559809_emb_CAA09311_ (AJ010713) fiddlehead 
protein [Arabidopsis thaliana] 

296984 

LIB3136-016-Q1-K1-D5 



41629 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3337350 

370 

2.0e-43 

127 

72 

(AC004481) 



putative permease [Arabidopsis thaliana] 



296985 

LIB3136-016-Q1-K1-E1 

BLASTX 

g4314378 

148 

8.0e-10 

89 

40 

{AC006232) putative lipase [Arabidopsis thaliana] 
296986 

LIB3136-016-Q1-K1-E8 

BLASTX 

g82696 

208 

9.0e-17 

69 

59 

glycine-rich protein - maize >gi__22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296987 

LIB3136-016-Q1-K1-F10 

BLASTX 

g3152608 

517 

l.Oe-52 

126 

78 

{AC004482) 
thaliana] 



putative BELl-like homeotic protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296988 

LIB3136-016-Q1-K1-F4 

BLASTX 

g2384758 

204 

4,0e-16 

67 

60 

(AF016896) GDP dissociation inhibitor protein OsGDIl 
sativa] 



[Oryza 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



296989 

LIB3136-016-Q1-K1-G2 

BLASTX 

gl899175 

150 

l.Oe-09 



41630 



Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

*% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71 

45 ^ . 

(U90262) calcium-dependent calmodulin- independent protein 
kinase CDPK [Cucurbita pepo] 

296990 

LIB3136-016-Q1-K1-H7 

BLASTX 

g2894592 

153 

l.Oe-10 

64 

48 

(AL021889) predicted protein [Arabidopsis thaliana] 
296991 

LIB3136-017-Q1-K1-C12 

BLASTX 

g3135543 

326 

2.0e-30 

104 

64 

{AF062393) aquaporin [Oryza sativa] 
296992 

LIB3136-017-Q1-K1-E8 

BLASTX 

g3075397 

242 

2.0e-20 

63 

67 

(AC004484) hypothetical protein [Arabidopsis thaliana] 
296993 

LIB3136-017-Q1-K1-F11 

BLASTN 

g296593 

60 

5.0e-25 

76 

95 

H. vulgare pZE40 gene 



296994 

LIB3136-017-Q1-K1-H7 

BLASTX 

gl705651 

341 

4.0e-32 

92 
71 

20 KD NUCLEAR CAP BINDING PROTEIN (NCBP 20 KD SUBUNIT) 
(CBP20) >gi_984139_emb_CAA58962_ {X84157) subunit of the 
dimeric cap binding complex CBC [Homo sapiens] 
>gi 1582342_prf 2118330A cap-binding protein [Homo 



41631 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sapiens] 
296995 - 

LIB3136-018-Q1-K1-C11 

BLASTN 

g2463510 

87 

2,0e-41 

101 

25 

Z.mays small nuclear RNA genes snoRl.l^ snoR2.2^ snoR3.2^ 
U14.1a, U14,lb, U14.1C and U14.1d 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



296996 

LIB3136-018-Q1-K1-F7 

BLASTX 

g2351374 

147 

3.0e-09 

29 

100 

(U54560) putative 26S proteasome subunit athMOV34 
[Arabidopsis thaliana] 



Seq. No. 


296997 


Seq. ID 


LIB3136-018-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


g349379 


BLAST score 


271 


E value 


B.Oe-24 


Match length 


115 


% identity 


56 


NCBI Description 


(L22847) HAHB-1 [Helianthus annuus] 


Seq. No. 


296998 


Seq. ID 


LIB3136-018-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g2213594 


BLAST score 


445 


E value 


3.0e-44 


Match length 


133 


% identity 


59 


NCBI Description 


(AC000348) T7N9.14 [Arabidopsis thaliana] 


Seq. No. 


296999 


Seq. ID 


LIB3136-019-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g4388534 


BLAST score 


165 


E value 


5.0e-12 


Match length 


33 


% identity 


100 


NCBI Description 


(Y15179) Fl-ATP synthase, beta subunit [Sorghum 


Seq. No. 


297000 


Seq. ID 


LIB3136-019-Q1-K1-C9 


Method 


BLASTX 



41632 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2961375 
242 

4,0e-21 

68 

72 

{AL022141) 



NAM like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297001 

LIB3136-019-Q1-K1-E12 

BLASTX 

gl346396 

154 

l.Oe-10 

33 

73 

PUTATIVE RECEPTOR PROTEIN KINASE ZMPKl PRECURSOR 

>gi__100913_pir S10930 probable receptor protein kinase (EC 

2.7.1.-) precursor - maize >gi_22432_emb_CAA36611_ (X52384) 
precursor protein (AA -26 to 791) [Zea mays] 
>gi_22436_emb_CAA47962_ (X67733) receptor-like protein 

kinase [Zea mays] >gi_226927_j:irf 1611404A receptor protein 

kinase [Zea mays] 



Seq. No. 


297002 


otsq. jlu 


ijj.i30J-00 u ± -/ \J± rvx 


Method 


BLASTX 


NCBI GI 


g3478637 


BLAST score 


349 


E value 


4.0e-33 


Match length 


117 


% identity 


55 


NCBI Description 


{AC005546) R29425_l [Homo 


Seq. No. 


297003 


Seq. ID 


LIB3136-019-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g2497824 


BLAST score 


203 


E value 


5.0e-16 


Match length 


110 


% identity 


42 


NCBI Description 


DNA REPLICATION LICENSING 




>gi_l 68804 2_db j _BAA12 6 9 9_ 


Seq. No. 


297004 


Seq. ID 


LIB3136-020-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g445613 


BLAST score 


319 


E value 


l.Oe-29 


Match length 


87 


% identity 


69 


NCBI Description 


ribosomal protein L7 [Sole 


Seq. No. 


297005 


Seq. ID 


LIB3136-020-Q1-K1-B5 


Method 


BLASTX 



41633 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl352679 
216 

l.Oe-17 

119 

42 

PROTEIN PHOSPHATASE 2C ABIl (PP2C) >gi_2129699_pir ^A54588 

protein phosphatase ABIl - Arabidopsis thaliana 
>gi_509419_einb_CAA55484_ {X78886) ABIl [Arabidopsis 
thaliana] 



Seq, No. 


297006 


Seq. ID 


LIB3136-020-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g2832677 


BLAST score 


233 


E value 


2.0e-19 


Match length 


62 


% identity 


69 


NCBI Description 


(AL021712) hypothetical protein 


Seq. No. 


297007 


Seq. ID 


LIB3136-020-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


a445612 


BLAST score 


242 


E value 


2.0e-20 


Match length 


62 


% identity 


73 


NCBI Description 


ribosomal protein SI 9 [Solanum ' 


Seq. No. 


297008 


Seq. ID 


LIB3136-020-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g3618320 






E value 


l.Oe-46 


Match length 


135 


% identity 


67 


NCBI Description 


(AB001888) zinc finger protein 


Seq. No. 


297009 


Seq. ID 


LIB3136-020-Q1-K1-F4 


Method 


BLASTN 


NCBI GI 


gl245938 


BLAST score 


36 


E value 


l.Oe-10 


Match length 


36 


% identity 


100 


NCBI Description 


rabClC-2 beta^chloride channel < 




heart atrium, mRNA, 2998 nt] 


Seq. No. 


297010 


Seq. ID 


LIB3136-021-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g4417276 


BLAST score 


174 


E value 


2.0e-12 



41634 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



50 
68 

{AC007019) unknown protein [Arabidopsis thaliana] 
297011 

LIB3136-021-Q1-K1-E7 

BLASTX 

g2462748 

465 

l.Oe-46 

97 

94 

(AC002292) putative Clathrin Coat Assembly protein 
[Arabidopsis thaliana] 

297012 

LIB3136-021-Q1-K1-F11 

BLASTX 

g2625154 

162 

3.0e-13 

77 

61 

(AF032877) alpha-tubulin [Chloromonas sp. ANT3] 
297013 

LIB3136-021-Q1-K1-F6 

BLASTX 

gll70937 

440 

l.Oe-43 

88 

97 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_45054 9_emb_CAA81481_ (226867) S-adenosyl methionine 
synthetase [Oryza sativa] 

297014 

LIB3136-022-Q1-K1-A10 

BLASTX 

g2498778 

333 

4.0e-31 

136 
52 

PIR7A PROTEIN >gi_629799_pir S47086 pir7a protein - rice 

>gi_498744_einb_CAA84025_ (Z34271) Pir7a [Oryza sativa] 

297015 

LIB3136-022-Q1-K1-C8 

BLASTX 

gl35398 

497 

2.0e-50 

91 

100 



41635 



NCBI Description 



TUBULIN ALPHA-1 CHAIN >gi_82731_pir S15773 tubulin alpha-1 

chain - maize >gi_22147_einb_CAA33734_ (X15704) 
alphal-tubulin [Zea mays] 



Seq. No. 


297016 


Seq. ID 


LIB3136-022-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g4191810 


BLAST score 


248 


E value 


3.0e-21 


Match length 


124 


% identity 


41 


NCBI Description 


(AB006532) DNA helicase 


Seq. No. 


297017 


Seq. ID 


LIB3136-022-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g82696 


BLAST score 


308 


E value 


2,0e-28 


Match length 


82 


% identity 


76 


NCBI Description 


glycine-rich protein - ] 



{X61121) glycine-rich protein [Zea mays] 



Seq. No. 


297018 


Seq. ID 


LIB3136-023-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g3341509 


BLAST score 


164 


E value 


2.0e-ll 


Match length 


74 


% identity 


45 


NCBI Description 


(AJ231133) caffeic acid 




of ficinarum] 


Seq. No. 


297019 


Seq. ID 


LIB3136-023-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g4530585 


BLAST score 


175 


E value 


l.Oe-12 


Match length 


50 


% identity 


64 


NCBI Description 


(AF130978) B12D protein 


Seq. No. 


297020 


Seq. ID 


LIB3136-023-Q1-K1-D3 


Method 


BLASTN 


NCBI GI 


g440170 


BLAST score 


63 


E value 


6.0e-27 


Match length 


107 


% identity 


96 


NCBI Description 


Z.mays (C6000237) trpA i 


Seq. No. 


297021 



3-0-Methyltransf erase [Saccharum 



41636 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3136-023-Q1-K1-G6 

BLASTX 

g4056421 

256 

5,0e-22 

77 

61 

(AC005322) Similar to gb_Z30094 basic transcripion factor 
If 44 kO subunit from Homo sapiens, EST gb_W43325 comes 
from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297022 

LIB3136-024-Q1-K1-B7 
BLASTX 
g2496731 
295 

l.Oe-26 
91 
66 

HYPOTHETICAL 30.2 KD PROTEIN Y40V >gi_2182566 
y4oV [Rhizobium sp. NGR234] 

297023 

LIB3136-024-Q1-K1-E9 

BLASTX 

g2191175 

158 

l.Oe-10 

117 

32 

(AF007270) A_IG002P16.24 gene product [Arabidopsis 
thaliana] 



(AE000089) 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



297024 

LIB3136-025-Q1-K1-B10 

BLASTX 

g3850569 

254 

5.0e-22 

97 

49 

(AC005278] 
from this 



ESTs gb_T21276, gb_T45403, and gb_AA58 6113 come 
gene, [Arabidopsis thaliana] 



297025 

LIB3136-025-Q1-K1-C6 

BLASTX 

g2668742 

364 

8.0e-35 

84 

83 

(AF034945) glycine-rich RNA binding protein [2ea mays] 
297026 

LIB3136-025-Q1-K1-G3 
BLASTX 



41637 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g498643 
350 

3.0e-34 

92 

93 

(U10270) G-box binding factor 1 



[Zea mays] 



297027 

LIB3136-026-Q1-K1-A11 

BLASTX 

g2909846 

321 

7.0e-30 

75 
81 

{AF045570) (S) -adenosyl-L-itiethionine: delta 24-sterol 
methy It ransf erase [Zea mays] 

297028 

LIB3136-026-Q1-K1-D10 

BLASTX 

g544250 

243 

l.Oe-20 

81 

64 

ER LUMEN PROTEIN RETAINING RECEPTOR (HDEL RECEPTOR) 

>gi_541860_pir A4 9677 endoplasmic reticulum retention 

receptor Erd2 - Arabidopsis thaliana 



297029 

LIB3136-027-P1-K1-A10 

BLASTX 

g2497538 

260 

4.0e-23 

70 
77 

PYRUVATE KINASE, CYTOSOLIC ISOZYME 
pyruvate kinase [Glycine max] 



>gi_466350 (L08632) 



Seq. No. 
Seq. ID 
Method 



297030 

LIB3136-027-P1-K1-D1 

BLASTX 

g4249390 

152 

3.0e-10 

67 

51 

(AC005966) Similar to gb_AF039182 probable aldo-keto 
reductase from Fragaria x ananassa. This gene may be cut 
off. EST gb_U74151 comes from this gene. [Arabidopsis 
thaliana] 

297031 

LIB3136-027-P1-K1-D11 
BLASTX 



41638 



€1 



NCBI GI 


gl008904 


BLAST score 


197 


E value 


2.0e-15 


Match length 


71 


% identity 


55 


NCBI Description 


(L43094) xyloglucan endotransglycosylase [Tropaeolum 


Seq. No, 


297032 


Seq. ID 


LIB3136-027-P1-K1-F10 


Method 


BLASTN 


NCBI GI 


g559535 


BLAST score 


222 


E value 


l.Oe-122 


Match length 


314 


% identity 


93 


NCBI Description 


Z-mays mRNA for metallothionein 


Seq* No. 


297033 


Seq, ID 


LIB3136-027-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g2952328 


BLAST score 


246 


E value 


3.0e-21 


Match length 


69 


% identity 


65 


NCBI Description 


(AF049889) 1-aminocyclopropane-l-carboxylate oxidase 




sativa] 


Seq. No* 


297034 


Seq. ID 


LIB3136-028-Q1-K1-A11 


Method 


BLASTN 


NCBI GI 


g6026G5 


BLAST score 


67 


E value 


2.0e-29 


Match length 


95 


% identity 


48 


NCBI Description 


Zea itiays tandem genes for alphal-tubulin and alpha2-- 


Seq. No. 


297035 


Seq, ID 


LIB3136-028-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


gll9958 


BLAST score 


212 


E value 


3.0e-17 


Match length 


39 


% identity 


97 


NCBI Description 


FERREDOXIN III PRECURSOR (FD III) >gi 168473 (M73831 



[Oryza 



ferredoxin [Zea mays] >gi_1864001_dbj_BAA19251_ (AB001387) 

Fd III [Zea mays] >gi_4 4 4 68 6_prf 1907324C 

ferredoxin :ISOTYPE=III [Zea mays] 

Seq, No. 297036 

Seq, ID LIB3136-028-Q1-K1-D7 

Method BLASTX 

NCBI GI g2252634 

BLAST score 216 

E value l,0e-17 



41639 



Match length 

% identity 

NCBI Description 

Seq. No, 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



80 
51 

(U95973) hypothetical protein [Arabidopsis thaliana] 
297037 

LIB3136-028-Q1-K1-E10 

BLASTX 

gll72818 

315 

3.0e-29 

83 
77 

40S RIBOSOMAL PROTEIN S16 >gi_538428 (L36313) ribosomal 

protein S16 [Oryza sativa] >gi_1096552_prf 2111468A 

ribosomal protein S16 [Oryza sativa] 

297038 

LIB3136-028-Q1-K1-H1G 

BLASTX 

g2267595 

173 

l.Oe-12 

69 

52 

{AF009412) plastocyanin precursor [Oryza sativa] 
297039 

LIB3136-029-Q1-K1-A9 

BLASTX 

gl350720 

162 

2.0e-ll 

62 

56 

60S RIBOSOMAL PROTEIN L32 
297040 

LIB3136-029-Q1-K1-G6 

BLASTX 

gl68489 

276 

l.Oe-24 

81 

68 

(M16902) glutathione S-transf erase I [Zea mays] >gi_1684 91 
(M16901) glutathione S-transf erase I [Zea mays] 



>gi_225458_prf 1303351A transferase, glutathione S [Zea 

mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



297041 

LIB3136-029-Q1-K1-G8 

BLASTX 

g3786009 

235 

8.0e-29 

112 

62 



41640 



NCBI Description (AC005499) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297042 

LIB3136-030-Q1-K1-D8 

BLASTX 

g2668742 

277 

5.0e-25 

63 

87 

(AF034945) glycine-rich RNA binding protein [Zea mays] 
297043 

LIB3136-030-Q1-K1-G2 

BLASTX 

g70642 

510 

4.0e-52 

105 

19 

ubiquitin precursor - Arabidopsis thaliana 

>gi_17678_emb_CAA31331_ (X12853) polyubiquitin (AA 1 - 382; 
[Arabidopsis thaliana] >gi_987519 (U33014) polyubiquitin 

[Arabidopsis thaliana] >gi_2264 99_j?rf 1515347A 

poly-ubiquitin [Arabidopsis thaliana] 



Seq. No. 


297044 


Seq. ID 


LIB3136-030-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g2589164 


BLAST score 


256 


E value 


2.0e-22 


Match length 


79 


% identity 


66 


NCBI Description 


(D88452) aldehyde oxidase- 


Seq. No. 


297045 


Seq. ID 


LIB3136-030-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


gl350969 


BLAST score 


146 


E value 


8.0e-10 


Match length 


61 


% identity 


51 


NCBI Description 


4 OS RIBOSOMAL PROTEIN S26 




(D38011) ribosomal protein 


Seq. No. 


297046 


Seq. ID 


LIB3136-030-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


gl877393 


BLAST score 


258 


E value 


2.0e-22 


Match length 


103 


% identity 


57 



:S31) >gi_971284_dbj_BAA07208_ 



NCBI Description (Y11527) serine/threonine protein kinase [Oryza sativa] 



41641 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297047 

LIB3136-032-Q1-K1-B2 

BLASTX 

g2384760 

265 

2.0e-31 

99 

72 

{AF016897) 
sativa] 



GDP dissociation inhibitor protein OsGDI2 [Oryza 



297048 

LIB3136-032-Q1-K1-B7 

BLASTX 

g3033400 

153 

4.0e-10 

76 

42 

(AC004238) putative Ser/Thr protein kinase [Arabidopsis 
thaiiana] 



297049 

LIB3136-032-Q1-K1-B9 

BLASTX 

g3183405 

175 

l.Oe-12 

84 

43 

HYPOTHETICAL 11.3 KD PROTEIN C2C6.07 
>gi_3451305_einb_CAA20442_ (AL031324) 
protein [Schizosaccharomyces pombe] 



IN CHROMOSOME I 
very hypothetical 



297050 

LIB3136-032-Q1-K1-D8 

BLASTN 

gl778148 

59 

l.Oe-24 

207 

83 

Zea mays plastid phosphate/phosphoenolpyruvate translocator 
precursor (MZPPT4) mRNA, complete cds 

297051 

LIB3136-032-Q1-K1-D9 

BLASTN 

g2341060 

53 

5.0e-21 

210 

87 

Zea mays translational initiation factor eIF-4A (tif-4A3) 
mRNA, complete cds 



Seq. No. 



297052 



41642 




Seq. ID 


LIB3136-032-Q1-K1-E6 


Method 


mT TV nnrkT 

BLASTN 


NCBI GI 


g435312 


BLAST score 


45 


E value 


4. Oe-16 


Match length 


192 


% identity 


86 


NCBI Description 


Z.mays inRNA for beta-D-glucosidase 


Seq. No. 


297053 


Seq. ID 


LIB3136-032-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


gl001263 


BLAST score 


167 


E value 


7.0e-12 


Match length 


86 


% identity 


41 


NCBI Description 


(D64003) hypothetical protein [Synechocystis sp.] 


Seq. No. 


297054 


Seq. ID 


LIB3136-033-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g4432844 


BLAST score 


139 


E value 


l.Oe-08 


Match length 


53 


% identity 


47 


NCBI Description 


{AC006283) unknown protein [Arabidopsis thaliana] 


Seq. No. 


297055 


Seq. ID 


LIB3136-033-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


gl552860 


BLAST score 


146 


E value 


3.0e-09 


Match length 


85 


% identity 


38 


NCBI Description 


(Z80343) hypothetical protein Rv3777 [Mycobacterium 




tuberculosis] 


Seq. No. 


297056 


Seq. ID 


LIB3136-033-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g606811 


BLAST score 


173 


E value 


6.0e-13 


Match length 


60 


% identity 


33 


NCBI Description 


(U08401) carbonic anhydrase [Zea mays] 


Seq. No. 


297057 


Seq. ID 


LIB3136-033-Q1-K1-G7 


Method 


BLASTN 


NCBI GI 


g2921303 


BLAST score 


85 


E value 


5.0e-40 


Match length 


317 



41643 



% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 

Zea mays herbicide safener binding protein 
complete cds 



297058 

LIB3136-034-Q1-K1-A8 

BLASTN 

gl70784 

37 

2.0e-ll 

93 

85 

Wheat ubiquitin carrier protein 



(SBPl) mRNA, 



(UBCl) mRNA, complete cds 



297059 

LIB3136-034-Q1-K1-B6 

BLASTX 

g4027891 

312 

5.0e-29 

77 
66 

(AF049350) alpha-expansin precursor [Nicotiana tabacum] 
297060 

LIB3136-034-Q1-K1-D2 

BLASTX 

g2668742 

186 

2.0e-14 

63 
63 

(AF03494 5) glycine-rich RNA binding protein [Zea mays] 
297061 

LIB3136-034-Q1-K1-E10 

BLASTX 

gl084479 

148 

2.0e-09 

30 

97 

H+-transporting ATP synthase (EC 3.6.1.34) delta chain - 
maize (fragment) >gi_311237_emb__CAA46804_ (X66005) 
H (+) -transporting ATP synthase [Zea mays] 

297062 

LIB3136-035-Q1-K1-A11 

BLASTX 

g2281086 

353 

2.0e-33 

127 

51 

(AC002333) indole-3-acetate beta-glucosyltransf erase isolog 
[Arabidopsis thaliana] 



41644 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297063 

LIB3136-036-Qi-Kl-A4 

BLASTX 

g312179 

477 

2,0e-48 

92 

99 

(X73151) glyceraldehyde 3-phosphate dehydrogenase 
(phosphorylating) [Zea mays] >gi_1184772 (U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_1185554 (U45858) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297064 

LIB3136-036-Q1-K1-B12 

BLASTX 

gl431629 

292 

2.0e-26 

138 
46 

(X99348) pectinacetylesterase precursor [Vigna radiata] 
297065 

LIB3136-036-Q1-K1-C7 

BLASTX 

g3080420 

158 

l.Oe-10 

62 

50 

(AL022604) putative sugar transporter protein [Arabrdopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297066 

LIB3136-036-Q1-K1-G1 

BLASTX 

g4056425 

239 

9.0e-21 
73 
67 

{AC005322) 
from this 



ESTs gb__H36249, gb_AA59732 and gb_AA651219 come 
gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297067 

LIB3136-036-Q1-K1-H10 

BLASTN 

g258165 

41 

7.0e-14 
49 

96 . ^ . 

Wx (wx-B5)=waxy gene {long terminal repeat} [maize. Genomic 

Mutant, 299 nt] 



41645 



Seq. No. 


297068 


Seq. ID 


LIB313 6-037 -P1-K1-C7 


Method 


BLASTX 


NCBI GI 


gl2426 


BLAST score 


245 


E value 


6.0e-21 


Match length 


62 


% identity 


81 


NCBI Description 


(X17438) NDH-C protein {AA 1 - 120) [Zea 


Seq. No. 


297069 


Seq. ID 


LIB3136-038-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g3892709 


BLAST score 


426 


E value 


3.0e-42 


Match length 


93 


% identity 


78 


NCBI Description 


(AL03354 5) putative protein [Arabidopsis 


Seq. No. 


297070 


Seq. ID 


LIB3136-038-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g2191187 


BLAST score 


273 


E value 


4,0e-24 


Match length 


89 


% identity 


61 


NCBI Description 


(AF007271) contains similarity to a DNAJ 



•like domain 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
297071 

LIB3136-039-P1-K1-G5 
BLASTX 
g2130051 
262 

l.Oe-25 
79 
76 

xylose isomerase (EC 5.3 
>gi_l 29680 7_emb_CAA6 4 544 
[Hordeum vulgare] >gi_1588664_prf 
isomerase [Hordeum vulgare] 



1,5) - barley 
(X95256) xylose isomerase 
2209268A xylose 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



297072 

LIB3136-039-P1-K1-H1 

BLASTX 

g2827143 

417 

4.0e-41 

105 

78 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

297073 

LIB3136-040-P1-K1-A10 



41646 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g3643608 
206 

3,0e-16 

104 
45 

{AC005395) 



hypothetical protein [Arabidopsis thaliana] 



297074 

LIB3136-040-P1-K1-A5 

BLASTN 

g22163 

100 

4.0e-49 

212 

87 

Z.inays MANT2 mRNA for adenine nucleotide translocator 
(ADP/ATP translocase) 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297075 

LIB3136-040-P1-K1-B8 

BLASTX 

g6068i5 

351 

3.0e-33 

93 

28 

(U08403) carbonic anhydrase 



[Zea mays] 



297076 

LIB3136-040-P1-K1-C2 

BLASTN 

g413915 

54 

2.0e-21 

90 

92 

Rice mRNA for isocitrate dehydrogenase, partial cds 
>gi_3106666__dbj_D42386_D42386 Rice callus cDNA, AK088 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



297077 

LIB3136-040-P1-K1-D12 

BLASTN 

g3264597 

98 

7.0e-48 

255 

84 

Zea mays trypsin inhibitor mRNA, 
297078 

LIB3136-040-P1-K1-D9 

BLASTX 

g541112 

186 

7.0e-14 
139 



complete cds 



41647 



% identity 


27 


NCBI Description 


hypothetical protein £678 - Escherichia coli >gi_304 982 




('L19201) ORF f678 [Escherichia coli] 


Seq. No. 


297079 


Seq. ID 


LIB3136-042-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


gl296955 


BLAST score 


284 


E value 


l.Oe-25 


Match length 


62 


% identity 


45 


NCBI Description 


(X95402) duplicated domain structure protein [Oryza sativa] 


Seq. No. 


297080 


Seq, ID 


LIB3136-043~P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g2191140 


BLAST score 


147 


E value 


2.0e-09 


Match length 


91 


% identity 


47 


NCBI Description 


(AF007269) contains weak similarity to MYB-related proteins 




[Arabidopsis thaliana] 


Seq. No. 


297081 


Seq, ID 


LIB3136-044-P1-K1-E3 


Method 


BLASTN 


NCBI GI 


g248336 


BLAST score 


69 


E value 


2.0e-30 


Match length 


137 


% identity 


46 


NCBI Description 


polyubiquitin [maize. Genomic, 3841 nt] 


Seq. No. 


297082 


Seq. ID 


LIB3136-044-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g2191172 


BLAST score 


175 


E value 


4.0e-13 


Match length 


44 


% identity 


73 


NCBI Description 


(AF007270) contains similarity to GATA-type zinc fingers 




(PS:PS00344) [Arabidopsis thaliana] 


Seq. No. 


297083 


Seq. ID 


LIB3136-045-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g4490317 


BLAST score 


157 


E value 


2.0e-10 


Match length 


89 


% identity 


39 


NCBI Description 


(AL035678) putative protein [Arabidopsis thaliana] 


Seq. No. 


297084 



41648 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3136-045-Q1-K1-B6 

BLASTX 

g4263722 

509 

8,0e-52 

126 

79 

(AC006223) putative glucan synthase [Arabidopsis thaliana] 



Seq. No, 


297085 


Seq. ID 


LIB3136-045-Q1-K1-C1 


Method 


BLASTN 


NCBI GI 


gl546918 


BLAST score 


33 


E value 


4.0e-09 


Match length 


49 


% identity 


92 


NCBI Description 


Z.mays mRNA for translation initiation factor 5A 


Seq. No* 


297086 


Seq. ID 


LIB3136-045-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g4336205 


BLAST score 


259 


E value 


7.0e-23 


Match length 


81'^ 


% identity 


68 


NCBI Description 


(AF077372) cytochrome b5 reductase [Zea mays], 


Seq. No. 


297087 


Seq. ID 


LIB3136-045-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g4218120 


BLAST score 


172 


E value 


3.0e-20 


Match length 


99 


% identity 


58 


NCBI Description 


(AL035353) Proline-rich APG-like protein [Arabidopsis 




thaliana] 


Seq. No, 


297088 


Seq. ID 


LIB3136-045-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


gll72809 


BLAST score 


370 


E value 


2.0e-35 


Match length 


113 


% identity 


70 



NCBI Description 60S RIBOSOMAL PROTEIN LIO (QM PROTEIN HOMOLOG) >gi_468056 
(U06108) QM protein [Zea mays] 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



297089 

LIB3136-045-Q1-K1-F2 

BLASTX 

gl321661 

164 

l.Oe-11 



41649 



€1 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



61 
61 

(D45423) ascorbate peroxidase [Oryza sativa] 
297090 

LIB3136-045-Q1-K1-F7 

BLASTX 

gl532135 

207 

2.0e-16 

47 

85 

(U49442) chloroplast rtiRNA-binding protein CSP41 precursor 
[Spinacia oleracea] 

297091 

LIB3136-045-Q1-K1-G11 

BLASTX 

g2826882 

175 

3.0e-13 

62 

56 

(AJ223634) transcription factor IIA small subunit 
[Arabidopsis thaliana] 

297092 

LIB3136-045-Q1-K1-H10 

BLASTX 

g3513727 

209 

l.Oe-16 

110 

37 

(AF080118) contains similarity to TPR domains (Pfam: 
TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 
kinesin2.hinm, score: 17.49, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi_4539358_emb_CAB40052 . 1_ (AL049525) putative 
protein [Arabidopsis thaliana] 

297093 

LIB3136-045-Q1-K1-H7 

BLASTX 

g2497539 

194 

6.0e-27 

104 

65 

PYRUVATE KINASE, CHLOROPLAST ISOZYME A PRECURSOR >gi_169703 
(M64 736) ATP:pyruvate phosphotransferase [Ricinus communis] 

297094 

LIB3136-045-Q1-K1-H9 

BLASTX 

g3513727 

235 

l.Oe-19 



41650 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



roi 

50 

(AF080118) contains similarity to TPR domains (Pfam: 
TPR.hinm: score: 11.15) and kinesin motor domains (Pfam: 
kinesin2.hmm, score: 17.4 9, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi__4539358_emb_CAB40052 . 1_ (AL049525) putative 
protein [Arabidopsis thaliana] 

297095 

LIB3136-047-Q1-K1-B3 

BLASTX 

g4567249 

261 

3.0e-23 

61 
75 

(AC007070) hypothetical protein [Arabidopsis thaliana] 
297096 

LIB3136-047-Q1-K1-E11 

BLASTX 

g2668742 

201 

3.0e-16 

45 

87 

(AF034945) glycine-rich RNA binding protein [Zea mays] 
297097 

LIB3136-047-Q1-K1-E12 

BLASTX 

g421787 

207 

2.0e-16 

109 

45 

jacalin prepropeptide - jackfruit >gi_289162 (L03796) 
jacalin [Artocarpus integrif olia] 

297098 

LIB3136-047-Q1-K1-F5 

BLASTX 

g576192 

357 

l.Oe-34 

82 
91 

Dioscoreophyllum cumminsii >gi_57 6193_pdb_lMOL_B 
Dioscoreophyllum cumminsii 

297099 

LIB3136-048-Q1-K1-A5 

BLASTN 

g550541 

121 

2.0e-61 
350 



41651 



# 



% identity 

NCBI Description 



88 

Z.mays CYP71C4 mRNA for cytochrome P-450 



Sea Mo . 


297100 


Seq, ID 


LIB3136-048-Q1-K1-C8 


Method 


BLASTN 


NCBI GI 


g236729 


BLAST score 


53 


E value 


4.0e-21 


Match length 


117 


% identity 


86 


NCBI Description 


metallothionein homologue [Zea mays, Genomic/mRNA, li 


Sea No 


297101 


Seq. ID 


LIB3136-048-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g3759184 


BLAST score 


169 


E value 


4.0e-12 


Match length 


54 


% identity 


61 


NCBI Description 


(AB018441) phi-1 [Nicotiana tabacum] 


Seq. No. 


297102 


Seq. ID 


LIB3136-.048-Q1-K1-F4 


Method 


BLASTX 




y f Z7 4. U J 


BLAST score 


184 


E value 


4.0e-14 


Match length 


50 


% identity 


72 


NCBI Description 


CHALCONE— FLAVONONE ISOMERASE >gi_542181_pir S41570 




chalcone isomerase (EC 5.5.1.6) - maize 




>gi_396149_emb_CAA80441_ {Z22760) chalcone flavonone 




isomerase [Zea mays] 


Spa Mo 


297103 


Seq. ID 


LIB3136-048-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g4204372 


BLAST score 


299 


E value 


3.0e-27 


Match length 


79 


% identity 


77 


NCBI Description 


(CJ62748) acidic ribosomal protein P2a-2 [Zea mays] 




9Q71 OA 


Seq. ID 


LIB3136-049-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g3982632 


BLAST score 


513 


E value 


3.0e-52 


Match length 


104 


% identity 


93 


NCBI Description 


(AF056160) disease resistance gene analog PIC20 [Sea 


Seq. No. 


297105 



41652 



€1 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3136-049-Q1-K1-B2 

BLASTX 

g347855 

288 

8.0e-26 

138 

43 

(L21753) glucose transporter 
H65-7052] 



[Saccharum hybrid cultivar 



Seq. No. 


297106 


Seq. ID 


LIB3136-049-Q1-K1-B5 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


6.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


297107 


Seq. ID 


LIB3136-049-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


gl711036 


RTiAST <qr*nrp> 


178 


E value 


2.0e-13 


Match length 


44 


% identity 


77 


NCBI Description 


(U78952) hydroxyproline rich glycoprotein PsHRGPl [Pis 




sativum] 


Seq. No. 


297108 


Seq. ID 


LIB3136-049-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g4586039 


BLAST score 


363 


E value 


l.Oe-34 


Match length 


108 


% identity 


66 


NCBI Description 


(AC007109) unknown protein [Arabidopsis thaliana] 


Seq. No. 


297109 


Seq. ID 


LIB3136-049-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g4586027 


BLAST score 


159 


E value 


3.0e-ll 


Match length 


46 


% identity 


67 


NCBI Description 


(AC007109) putative ribosomal protein L14 [Arabidopsis 




thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



297110 

LIB3136-049-Q1-K1-F9 

BLASTN 

g550437 

146 



41653 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



rOe-76 
274 
89 

Z.mays CYP71C2 mRNA for cytochrome P-450 
297111 

LIB3136-050-Q1-K1-E10 

BLASTX 

g4572673 

209 

6.0e-17 

89 

54 

(AC006954) 
thaliana] 



putative sarcosine oxidase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297112 

LIB3136-050-Q1-K1-F9 

BLASTX 

g4455338 

265 

4.0e-23 

91 

55 

(AL035525) putative protein 



[Arabidopsis thaliana] 



297113 

LIB3136-051-Q1-K1-B1 

BLASTX 

gl619300 

166 

7.0e-12 

71 

51 

(X95269) LRR protein [Lycopersicon esculentum] 
297114 

LIB3136-051-Q1-K1-C11 

BLASTX 

g2668744 

340 

4.0e-32 

70 

90 

{AF034946) ubiquitin conjugating enzyme [Zea mays] 
297115 

LIB3136-051-Q1-K1-D11 

BLASTX 

g2668742 

382 

4.0e-37 

80 

94 

(AF034945) glycine-rich RNA binding protein [Zea mays] 



Seq. No. 



297116 



41654 



Seq. ID 


T T'D'^T Q ri C 1 t/'T r\c 

LlDjioO-Uol-yi— rvi-UD 


Method 


BLAb rX 


NCBI GI 


g2244965 


BLAST score 


144 


E value 


6 , Oe-09 


Match length 


74 


% identity 


39 


NCBI Description 


(Z97340) unnamed protein product [Arabidopsis thaliana] 


Seq. No. 


297117 


beq. ID 




Me Liioa 


"nT 7\ cn^v 


NCBI GI 


g2288969 


BLAST score 


227 


E value 


5 . Oe-19 


Match length 


61 


% identity 


77 


NCBI Description 


(Y12862) glutathione transferase [Zea mays] 


Seq. No. 


297118 


Seq. ID 


LIBol Jo-Uol-Ql-Kl-F7 


Method 


BLAbTX 


NCBI GI 


g2119187 


BLAST score 


237 


E value 


8.0e"20 


Match length 


47 


% identity 


96 


NCBI Description 


transmembrane protein, glucose starvation-induced - mai 




>gi_575731_emb_CAA57955_ {X82633) transmembrane protein 




[Zea mays] 


Seq. No. 


297119 


Seq. ID 


LIB3136-051-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


gl272505 


BLAST score 


140 


E value 


1. Oe-08 


Match length 


45 


% identity 


73 


NCBI Description 


(D49551) peroxidase [Oryza sativa] 


Seq. No. 


297120 


Seq. ID 


LIB3136-052-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


gll73055 


BLAST score 


244 


E value 


3. Oe-34 


Match length 


82 


% identity 


94 


NCBI Description 


60S RIBOSOMAL PROTEIN Lll (L5) >gi 541961 pir S42497 




ribosomal protein Lll.e - alfalfa >gi 107 6504 pir S518 




RL5 ribosomal protein - alfalfa >gi_463252_emb_CAA55090_ 




{X78284) RL5 ribosomal protein [Medicago sativa] 


Seq. No. 


297121 


Seq. ID 


LIB3136-052-Q1-K1-C9 


Method 


BLASTX 



41655 




NCBI GI 


gl711240 


BLAST score 


145 


E value 


o Aft 


Match length 


48 


% identity 


52 


NCBI Description 


(Dot)/zo) lib [JMus inuscuiusj 


Seq. No. 


297122 


Seq. ID 


LIB313o-052-Ql-Kl-D6 


Method 


BLASTX 


NCBI GI 


gl20670 


BLAST score 


o4 O 


E value 


1 . Oe-3^ 


Match length 


67 


% identity 


99 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 




>gi 100879 pir S0687 9 glyceraldehyde-3-phosphate 




dehydrogenase (EC 1.2,1.12) C - maize 




>gi 290853 eiriD CAA33d20 (Xlooyb) GAPDH L^iea mays] 


Seq. No. 


297123 


Seq. ID 


TTT^OIO/^ AIT*** 1 A 

LIB3136-052-Q1-K1-D9 


Method 


BLASTN 


NCBI GI 


gl532072 


BLAST score 


56 


E value 


9. Oe-23 


Match length 


104 


% identity 


88 


NCBI Description 


Z,inays mRNA for S-adenosylmethionine decarboxylase 


Seq. No. 


297124 


Seq. ID 


LIB3136-052-Q1-K1-F3 


Method 


BLASTN 


NCBI GI 


g644492 


BLAST score 


43 


E value 


5. Oe-15 


Match length 


156 


% identity 


89 


NCBI Description 


Corn elongation factor lalpha gene, complete cds 


Seq. No. 


297125 


Seq. ID 


LIB3136-054-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


gll68536 


BLAST score 


183 


E value 


4 . Oe-14 


Match length 


66 


% identity 


58 


NCBI Description 


PHYTEPSIN PRECURSOR (ASPARTIC PROTEINASE) 




>gi_100567_pir S19697 aspartic proteinase (EC 3.4, 




precursor - barley >gi_18904_emb_CAA39602_ (X56136) 




aspartic proteinase [Hordeiam vulgare] 


Seq, No. 


297126 


Seq. ID 


LIB3136-054-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


gl362103 



41656 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



204 

3,0e-16 

89 

51 

iibiquitin conjugating enzyme - tomato 

>gi_886679_emb_CAA58111_ (X82938) ubiquitin conjugating 
enzyme [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297127 

LIB3136-054-Q1-K1-A7 

BLASTX 

g4586255 

181 

4.0e-25 

79 

73 

{AL049640) putative protein [Arabidopsis thaliana] 
297128 

LIB3136-054-Q1-K1-C11 

BLASTX 

g3421413 

171 

4.0e-12 

63 
60 

(AF081922) protein phosphatase 2A 55 kDa B regulatory 
subunit [Oryza sativa] >gi_3421415 (AF081923) protein 
phosphatase 2A 55 kDa B regulatory subunit [Oryza sativa] 

297129 

LIB3136-054-Q1-K1-D2 

BLASTN 

gl854377 

59 

l.Oe-24 

271 

81 

Saccharum officinarum RNA for Sucrose-Phosphate Synthase, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



297130 

LIB3136-054-Q1-K1-D8 

BLASTX 

g4106389 

182 

2.0e-13 

79 

54 

(AF074849) MEIl [Arabidopsis thaliana] 
297131 

LIB3136-055-Q1-K1-B12 

BLASTN 

g2894376 

39 

2.0e-12 



41657 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63 
90 

Hordeum vulgare DNA for chromosome 4H 
297132 

LIB3136-055-Q1-K1-H10 

BLASTX 

g2791896 

147 

l.Oe-09 

92 

37 

(Y08997) 146kDa nuclear protein [Xenopus laevis] 
297133 

LIB3136-056-Q1-K1-B12 

BLASTX 

g2506277 

154 

l.De-10 

56 

52 

RUBISCO SUBUNIT BINDING-PROTEIN BETA SUBUNIT PRECURSOR 
KD CHAPERONIN BETA SUBaNIT) (CPN-60 BETA) >gi_806808 
(U21139) chaperonin precursor [Pisum sativum] 



(60 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297134 

LIB3136-056-Q1-K1-B2 

BLASTX 

gll5786 

301 

l.Oe-27 

77 

79 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi_8268G_pir ^A29119 chlorophyll a/b~binding 

protein - maize >gi_22357__einb_CAA68451_ (Y00379) LHCP [Zea 
mays] 



Seq. No. 


297135 


Seq. ID 


LIB3136-056 


Method 


BLASTX 


NCBI GI 


g4586112 


BLAST score 


194 


E value 


8.0e-15 


Match length 


84 


% identity 


45 


NCBI Description 


(AL049638) ] 


Seq. No. 


297136 


Seq. ID 


LIB3136-056 


Method 


BLASTX 


NCBI GI 


g3789952 


BLAST score 


166 


E value 


l.Oe-11 


Match length 


52 


% identity 


62 



putative protein [Arabidopsis thaliana] 



41658 



NCBI Description (AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No. 


297137 


Seq. ID 


LIB3136-056-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g3668091 


BLAST score 


368 


E value 


3,0e-35 


Match length 


103 


% identity 


61 


NCBI Description 


(AC004667) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


297138 


Seq. ID 


LIB3136-056-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g4538903 


BLAST score 


214 


E value 


3, Oe-17 


Match length 


134 


% identity 


40 


NCBI Description 


(AL049482) putative protein [Arabidopsis thaliana] 


Seq. No. 


297139 


Seq. ID 


LIB3136--056-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g4589962 


BLAST score 


163 


E value 


l.Oe-11 


Match length 


77 


% identity 


47 


NCBI Description 


{AC007169) putative fructokinase [Arabidopsis thaliana] 


Seq. No. 


297140 


Seq. ID 


LIB3136-056-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


gl514643 


BLAST score 


158 


E value 


l.Oe-10 


Match length 


56 


% identity 


55 


NCBI Description 


(Z70524) PDR5-li]ce ABC transporter [Spirodela polyrrhiza 


Seq. No. 


297141 


Seq. ID 


LIB3136-056-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


gl709970 


BLAST score 


428 


E value 


3.0e-42 


Match length 


125 


% identity 


66 


NCBI Description 


60S RIBOSOMAL PROTEIN LlOA 


Seq. No. 


297142 


Seq, ID 


LIB3136-057-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


gl272685 



41659 



BLAST score 
E value > 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



559 

l.Oe-57 

116 

89 

{Z24449) acetyl CoA carboxylase [Zea mays] 
297143 

LIB3136-057-Q1-K1-D10 

BLASTX 

gl769901 

161 

l.Oe-11 

54 

57 

{X95737) proline transporter 1 [Arabidopsis thaliana] 
>gi_2088642 (AF002109) proline transporter 1 [Arabidopsis 
thaliana] 

297144 

LIB3136-057-Q1-K1-E10 

BLASTN 

g22646 

54 

2.0e-21 

131 

92 

Z.mays MFS18 mRNA 
297145 

LIB3136-057-Q1-K1-F7 

BLASTX 

g3292827 

328 

6.0e-31 

78 

81 

(AL031018) putative protein [Arabidopsis thaliana] 
297146 

LIB3136-058-Q1-K1-B5 

BLASTX 

g2765837 

157 

2.0e-10 

76 

47 

(Z96936) NAP16kDa protein [Arabidopsis thaliana] 
297147 

LIB3136-058-Q1-K1-B6 

BLASTX 

g4539009 

267 

l.Oe-23 

99 

51 

{AL049481) putative protein [Arabidopsis thaliana] 



41660 



Seq. 
Seq. 



No. 
ID 



297148 

LIB3136-058-Q1-K1-C5 



Method 


BLASTX 


NCBI GI 


g746540 


BLAST score 


210 


E value 


1 . Oe-16 


Match length 


97 


% identity 


44 


NCBI Description 


(U23321) No aerinition line round [CaenornaDaitis 


Seq. No. 


297149 


Seq. ID 


LIB3136-058-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g520544 


BLAST score 


217 


E value 


l.Oe-17 


Match length 


107 


% identity 


53 


NCBI Description 


{U12195) betaine aldehyde dehydrogenase [Sorghum ] 


Seq. No. 


297150 


Seq. ID 


LIB3136-058-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g2674203 


BLAST score 


345 


E value 


l.Oe-32 


Match length 


124 


% identity 


58 


NCBI Description 


{AF036328) CLP protease regulatory subunit CLPX 




[Arabidopsis thaliana] 


Seq, No. 


297151 


Seq. ID 


LIB3136-058-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g4038471 


BLAST score 


196 


E value 


2 . Oe-15 


Match length 


62 


% identity 


66 


NCBI Description 


{AF111029) 40S ribosomal protein S27 homolog [Zea 


Seq. No. 


297152 


Seq. ID 


LIB3136-058-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g4262236 


BLAST score 


245 


E value 


7.0e-21 


Match length 


74 


% identity 


65 


NCBI Description 


(AC006200) putative ribose 5-phosphate isomerase 




[Arabidopsis thaliana] 


Seq. No. 


297153 


Seq. ID 


LIB3136-058-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g2832625 



41661 



€1 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



153 

4.0e-10 

€0 

53 

(AL021711) putative protein [Arabidopsis thaliana] 
297154 

LIB3136-058-Q1-K1-H11 

BLASTX 

g3618312 

258 

2.0e-22 

80 

65 

(AB001884) zinc finger protein [Oryza sativa] 
297155 

LIB3136-059-Q1-K1-C11 

BLASTX 

g464705 

154 ' 

2.0e-10 

66 

58 

40S RIBOSOMAL PROTEIN S13 >gi_4 19802_pir S3014 6 ribosomal 

protein S13.e - maize >gi^28805 9_emb_CAA44311_ (X62455) 
cytoplasmatic ribosomal protein S13 [Zea mays] 

297156 

LIB3136-059-Q1-K1-D9 

BLASTX 

g3047117 

342 

l.Oe-32 

84 

80 

(AF058919) similar to ATP-dependent RNA helicases 
[Arabidopsis thaliana] 

297157 

LIB3136-059-Q1-K1-E7 

BLASTX 

gl076719 

154 

4.0e-10 

39 

67 

glycine rich protein - barley (fragment) 
>gi_728596_emb_CAA88559_ (Z48625) glycine rich protein 
[Hordeum vulgare] 

297158 

LIB3136-059-Q1-K1-F10 

BLASTX 

g2132925 

160 

8.0e-ll 



41662 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



122 
33 

probable membrane protein YOR245c - yeast (Saccharomyces 
cerevisiae) >gi_1420558_eiab_CAA994 66_ (Z75153) ORF YOR245c 
[Saccharomyces cerevisiae] 

297159 

LIB3136-059-Q1-K1-F12 

BLASTX 

g4512653 

410 

3.0e-45 

150 

61 

(AC007048) unknown protein [Arabidopsis thaliana] 
297160 

LIB3136-059-Q1-K1-G12 

BLASTX 

g3687249 

201 

8,0e-16 

54 

74 

(AC005169) putative copia-like transposable element 
[Arabidopsis thaliana] 



Seq. No. 


297161 


Seq, ID 


LIB3136-060-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


gl871180 


BLAST score 


196 


E value 


3.0e-15 


Match length 


48 


% identity 


73 


NCBI Description 


(U90439) unknown protein [Arabidopsis thaliana 


Seq. No. 


297162 


Seq. ID 


LIB3136-060-Q1-K1-B8 


Method 


BLASTN 


NCBI GI 


g2062705 


BLAST score 


34 


E value 


9.0e-10 


Match length 


34 


% identity 


100 


NCBI Description 


Human butyrophilin (BTF5) mRNA, complete cds 


Seq. No. 


297163 


Seq. ID 


LIB3136-060-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g2388580 


BLAST score 


253 


E value 


l.Oe-21 


Match length 


86 


% identity 


50 


NCBI Description 


(AC000098) Similar to Sequence 10 from patent 



(gb_1253956) . [Arabidopsis thaliana] 



41663 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297164 

LIB3136-060-Q1-K1-D1 

BLASTN 

gl67082 

35 

3.0e-10 

35 

100 

H.vulgare peroxidase BP 2A 



(Prx6) gene, complete cds 



297165 

LIB3136-060-Q1-K1-D11 

BLASTX 

g2293566 

211 

6.0e-27 

128 
57 

(Ar012896) ADP-ribosylation factor 1 [Oryza sativa] 



297166 

LIB3136-060-Q1-K1-F8 

BLASTN 

g3057119 

34 

7.0e-10 

66 
88 

Zea mays starch synthase DULLl 



(dulll) mRNA, complete cds 



297167 

LIB3136-060-Q1-K1-F9 

BLASTX 

g266578 

259 

2.0e-22 

56 
82 

METALLOTHIONEIN-LIKE PROTEIN 1 >gi_100898_pir S17560 

metallothionein-like protein - maize >gi__236730_bbs_57 629 
(S57628) metallothionein homologue [Zea mays. Peptide, 76 
aa] [Zea mays] >gi_559536_emb_CAA57 67 6__ (X82186) 
metallothionein- like protein [Zea mays] 

>gi_228095_prf 1717215A metallothionein-like protein [Zea 

mays] 



297168 

LIB3137-001-Q1-K1-A8 

BLASTX 

g2642648 

314 

5.0e-29 

87 

72 

(AF033852) cytosolic heat shock 
[Spinacia oleracea] >gi_2660768 



70 protein; HSC70-3 
(AF034616) cytosolic heat 



41664 



shock 70 protein [Spinacia oleracea] >gi_2660770 (AF034 617) 
cytosolic heat shock 70 protein [Spinacia oleracea] 



Seq. No. 


297169 


Seq, ID 


LIB3137-001-Q1-K1-F4 


Mpt*hofi 


BLASTX 


NCBI GI 


g417745 


BLAST score 


240 


E value 


2.0e-20 


Match length 


91 


% identity 


58 


NCBI Description 


ADENOSYLHOMOCYSTEINASE (S-ADENOSYL-L-HOMOCYSTEINE 




HYDROLASE) (ADOHCYASE) >gi__170773 (L11872) 




S-adenosyl-L-homocysteine hydrolase [Triticuiti aestivum^ 


Seq. No. 


297170 


• ±u 




Method 


BLASTX 


NCBI GI 


g3242075 


BLAST score 


146 


E value 


l.Oe-09 


Match length 


49 


% identity 


59 


NCBI Description 


(Z97059) S-adenosyl-L-homocysteine hydrolase [Arabidop: 




thaliana] 


Seq. No. 


297171 


Seq, ID 


T.TR^i '^7-001 -01 -K1 9 


Method 


BLASTN 


NCBI GI 


g22229 


BLAST score 


132 


E value 


2.0e-68 


Match length 


203 


% identity 


91 


NCBI Description 


2. mays cab-in7 gene for light harvesting chlorophyll a/] 




binding protein 




297172 


Seq. ID 


LIB3137-001-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


gl430887 


BLAST score 


185 


E value 


7.0e-14 


Match length 


36 


% identity 


100 


NCBI Description 


(X99197) 70 kD heatshockprotein [Medicago sativa] 


Seq. No. 


297173 


Seq. ID 


LIB3137-002-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 


344 


E value 


2.0e-32 


Match length 


79 


% identity 


82 


NCBI Description 


(AF034945) glycine-rich RNA binding protein [Zea mays] 



41665 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 



297174 

LIB3137-002--Q1-K1-E8 

BLASTX 

g2995953 

145 

5.0e-09 

63 

49 

(AF053565) glutaredoxin I 



[Mesembryanthemum crystallinum] 



297175 

LIB3137-002-Q1-K1-E9 

BLASTX 

g3024657 

378 

l.Oe-36 

103 

72 

PROTEIN TRANSLATION FACTOR SUIl HOMOLOG {G0S2 PROTEIN) 

>gi 2668740 (AF034944) translation initiation factor; G0S2 

[Zea mays] 

297176 

LIB3137-002-Q1-K1-F3 

BLASTX 

g2984709 

336 

l.Oe-31 

72 
92 

(AF053468) DnaJ-related protein ZMDJl [Zea mays] 
297177 

LIB3137-002-Q1-K1-F8 

BLASTX 

g578549 

152 

3.0e-10 

43 

72 

(Z22614) ubiquitin [Tetrahymena pyriformis] 
297178 

LIB3137-002-Q1-K1-G2 

BLASTN 

g551482 

106 

l.Oe-52 

231 

95 

Zea mays ABA- and ripening-inducible-like protein mRNA, 
complete cds 

297179 

LIB3137-002-Q1-K1-G6 

BLASTX 

gl703374 



41666 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209 

7.0e-17 

92 
53 

ADP-RIBOSYLATION FACTOR 1 >gi_2129457_pir S66337 

ADP-ribosylation factor 1 - Chlamydomonas reinhardtii 
>gi_861205 {U27120) ADP-ribosylation factor [Chlamydomonas 
reinhardtii] 



Seq. No. 


297180 


Seq. ID 


LIB3137-002-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


gl362010 


BLAST score 


202 


E value 


4.0e-16 


Match length 


55 


% identity 


20 


NCBI Description 


ubiquitin-^like protein 9 - Arabidopsis thaliana 


Seq. No. 


297181 


Seq. ID 


LIB3137-002-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g4588012 


BLAST score 


180 


E value 


3,0e-18 


Match length 


104 


% identity 


49 


NCBI Description 


{AF085717) putative callose synthase catalytic subuni 




[Gossypium hirsutum] 


Seq. No. 


297182 


Seq. ID 


LIB3137-003-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


gl769887 


BLAST score 


171 


E value 


3.0e-12 


Match length 


42 


% identity 


81 


NCBI Description 


(X95736)' amino acid permease 6 [Arabidopsis thaliana] 


Seq. No. 


297183 


Seq. ID 


LIB3137-003-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


gl321661 


BLAST score 


293 


E value 


l.Oe-26 


Match length 


65 


% identity 


86 


NCBI Description 


(D45423) ascorbate peroxidase [Oryza sativa] 


Seq. No. 


297184 


Seq. ID 


LIB3137-003-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g3293031 


BLAST score 


288 


E value 


6.0e-26 


Match length 


109 



41667 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



56 

(AJ007574) 



amino acid carrier [Ricinus communis] 



297185 

LIB3137-003-Q1-K1-D3 

BLASTX 

g3776578 

195 

6,0e-15 

112 

36 

(AC005388) ESTs gb_F13915 and gb_F13916 come from this 
gene. [Arabidopsis thaliana] 

297186 

LIB3137-003-Q1-K1-D8 

BLASTX 

gll5815 

246 

5.06-21 

94 

55 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-M9) (LHCP) >gi_100866_pir S13098 chlorophyll 

a/b-binding protein precursor - maize 
>gi_22355_emb_CAA39376_ (X55892) light-harvesting 
chlorophyll a/b binding protein [Zea mays] 

297187 

LIB3137-003-Q1-K1-G12 

BLASTX 

gll74592 

280 

5.0e-36 

106 

73 

TUBULIN ALPHA-1 CHAIN >gi_2119270_pir S60233 alpha-tubulin 

- garden pea >gi_525332 {U1258 9) alpha-tubulin [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297188 

LIB3137-003-Q1-K1-G6 

BLASTX 

g2499611 

281 

5.0e-25 

63 
81 

MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG 7 (MAP KINASE 7) 

(ATMPK7) >gi_629548_pir S40473 mitogen-activated protein 

kinase 7 (EC 2.7.1.-) - Arabidopsis thaliana 
>gi_457406_dbj__BAA04870_ (D21843) MAP kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



297189 

LIB3137-004-Q1-K1-D1 
BLASTX 



41668 



€1 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll3595 
268 

l,0e-30 

81 
85 

ALDOSE REDUCTASE (AR) (ALDEHYDE REDUCTASE) 

>gi_100562_pir S15024 aldose reductase-related protein 

barley >gi_18891_einb_CAA40747_ (X57526) aldose 
reductase-related protein [Hordeum vulgare] 



Seq. No. 


297190 


Seq. ID 


LIB3137-004-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


g4038037 


BLAST score 


192 


E value 


1. Oe-14 


Match length 


134 


% identity 


15 


NCBI Description 


(AC005936) hypothetical protein [Arabidopsis thaliana] 


Seq, No. 


297191 


Seq. ID 


LIB3137-004-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g2505870 


BLAST score 


142 


E value 


5.0e-09 


Match length 


88 


% identity 


42 


NCBI Description 


(yi2227) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


297192 


Seq. ID 


LIB3137-004-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


gll /Id / 9 


BLAST score 


241 


E value 


2.0e-20 


Match length 


61 


% identity 


72 


NCBI Description 


(X95342) cytochrome P450 [Nicotiana tabacum] 


Seq. No. 


297193 


Seq. ID 


LIB3137-004-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g3913793 


BLAST score 


290 


E value 


5.0e-26 


Match length 


82 


% identity 


68 


NCBI Description 


GLUTATHIONE PEROXIDASE 2 >gi 2569989 einb CAA75009 (Yl^ 



glutathione peroxidase [Helianthus annuus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



297194 

LIB3137-005-Q1-K1-A12 

BLASTX 

g488573 

427 

4.0e-42 



41669 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



© 

87 
99 

{U09463) histone H3.2 [Medicago sativa] 



297195 

LIB3137-005-Q1-K1-B10 

BLASTX 

g4325344 

240 

4.0e-20 

61 

70 

(AF128393) similar to beta-transducins (Pfam: PF00400, 
Score=71.7, E==1.5e-17, N=6) [Arabidopsis thaliana] 



Seq. No, 


297196 


Seq. ID 


LIB3137-005-Q1-K1-B5 


Method 


BLASTN 


NCBI GI 


g902200 


BLAST score 


90 


E value 


6.0e-43 


Match length 


207 


% identity 


43 


NCBI Description 


2. mays complete chloroplast genome 


Seq. No. 


297197 


Seq. ID 


LIB3137-005-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g2340108 


BLAST score 


321 


E value 


6.0e-30 


Match length 


57 


% identity 


100 


NCBI Description 


(U65948) starch branching enzyme I la [Zea mays] 


Seq. No. 


297198 


Seq. ID 


LIB3137-0Q5-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


gl22084 


BLAST score 


363 


E value 


l.Oe-34 


Match length 


80 


% identity 


93 


NCBI Description 


HISTONE H3 >gi 70754 pir HSBH3 histone H3 - barley 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ^ 

Match length 

% identity 

NCBI Description 



(fragment) >gi_167061 (M34928) histone H3 protein [Hordeum 

vulgare] >gi_225348_prf 1301219A histone H3 [Hordeum 

vulgare var. distichum] 

297199 

LIB3137-005-Q1-K1-C10 

BLASTX 

g2760606 

654 

l.Oe-68 

143 

86 

(AB001568) phospholipid hydroperoxide glutathione 



41670 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



peroxidase-like protein [Arabidopsis thaliana] >gi_30048 69 
{AF030132) glutathione peroxidase; ATGPl [Arabidopsis 
thaliana] >gi_4539451_einb_CAB39931 . 1_ (AL04 9500) 
phospholipid hydroperoxide glutathione peroxidase 
[Arabidopsis thaliana] 

297200 

LIB3137-005-Q1-K1-C11 

BLASTX 

gl36640 

611 

l.Oe-63 

115 

98 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_170785 (M62720) 
ubiquitin carrier protein [Triticum aestivum] 

297201 

LIB3137-005-Q1-K1-C12 

BLASTX 

gl36640 

173 

2.0e-12 

100 

45 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_170785 (M62720) 
ubiquitin carrier protein [Triticum aestivum] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



297202 

LIB3137-005-Q1-K1-C8 

BLASTX 

gl68523 

518 

8.0e-53 

101 

99 

{M31483) glyceraldehyde-3-phosphate dehydrogenase precursor 
[Zea mays] 

297203 

LIB3137-005-Q1-K1-D10 

BLASTX 

g3372230 

487 

4.0e-49 

133 
68 

(AF017074) RNA polymerase I, II and III 16.5 kDa subunit 
[Arabidopsis thaliana] >gi_4585968_gb_AAD25604 . 1_AC005287_6 
(AC005287) RNA polymerase I, II and III 16.5 kDa subunit 
[Arabidopsis thaliana] 

297204 

LIB3137-005-Q1-K1-D5 
BLASTX 



41671 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3915826 
387 

l.Oe-37 

101 

74 

60S RIBOSOMAL PROTEIN L5 
297205 

LIB3137-005-Q1-K1-D9 

BLASTX 

g2213583 

377 

3.0e-36 

141 

55 

(AC000348) T7N9.3 [Arabidopsis thaliana] 
297206 

LIB3137-005-Q1-K1-E12 

BLASTX 

gl370174 

559 

2.0e-57 

122 

86 

(Z73936) RABIY [Lotus japonicus] 
297207 

LIB3137-005-Q1-K1-E3 

BLASTX 

g2921304 

558 

l,0e-57 

121 
93 

(AF033496) herbicide safener binding protein [Zea mays] 
297208 

LIB3137-005-Q1-K1-F11 

BLASTX 

g2253219 

540 

2.0e-55 

128 
83 

(AF002689) actin 2 [Podocarpus macrophyllus] 
297209 

LIB3137-005-Q1-K1-G10 

BLASTX 

gl22085 

439 

2.0e-43 

133 

73 

HISTONE H3 >gi_81641_pir S06250 histone H3 - Arabidopsis 

thaliana >gi_82482_pir S04099 histone H3 (variant H3R-21) 



41672 




- rice >gi_1362194_pir S57626 histone H3 - maize 

>gi 20251_einb_CAA31969_ (X13678) histone H3 (AA 1-136) 
[Oryza sativa] >gi__20253_emb_CAA31970_ (X13680) histone H3 
(AA 1-136) [Oryza sativa] >gi_168493 {M36658) histone H3 
(H3C3) [Zea mays] >gi_168495 (M13378) histone H3 [Zea mays] 
>gi 168497 (M13379) histone H3 [Zea mays] >gi_168506 
(M35388) histone H3 [Zea mays] >gi_169655 (M77493) histone 
H3 [Petroselinum crispum] >gi_169657 (M77494) histone H3 
[Petroselinnm crispum] >gi_169659 (M77495) histone H3 
[Petroselinum crispum] >gi_387565 (M17130) histone H3 
[Arabidopsis thaliana] >gi_387567 (M17131) histone H3 
[Arabidopsis thaliana] >gi_88 6738_emb_CAA59111_ (X84377) 
histone 3 [Zea mays] >gi_1040764 (M35387) histone H3 
[Arabidopsis thaliana] >gi_1314779 (U54827) histone H3 
homolog [Brassica napus] >gi_1531754_emb_CAA57811__ (X82414) 
Histone H3 [Asparagus officinalis] >gi_1667592 {U77296) 
histone 3 [Oryza sativa] >gi_324 9101 (AC003114) Match to 
histone H3 gene gb_M17131 and gb_M35387 from A. thaliana. 
ESTs gb_H76511 gb_H7 6255, gb_AA7 12452, gb_N65260 and 
gb_T42306 come from this gene. [Arabidopsis thaliana] 

>gi_225459_prf 1303352A histone H3 [Helicoverpa zea] 

>gi 225839_prf 1314298B histone H3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297210 

LIB3137-005-Q1-K1-G11 

BLASTX 

g4490293 

607 

4.0e-63 
153 
70 

{AL035678) 
thaliana] 



WD-repeat protein-like protein [Arabidopsis 



297211 

LIB3137-005-Q1-K1-G9 

BLASTX 

g70774 

409 

6.0e-40 

82 

99 

histone H4 (TH091) - 
[Triticum aestivum] 



wheat >gi 170747 (M12277) histone H4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297212 

LIB3137-005-Q1-K1-H11 

BLASTX 

g4193388 

508 

l.Oe-51 

130 

77 

(AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 



Seq. No. 297213 

41673 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3137-005-Q1-K1-H9 

BLASTX 

g2245069 

364 

6.0e-35 

98 

62 

{Z97342) hypothetical protein [Arabidopsis thaliana] 
297214 

LIB3137-006-Q1-K1-D9 

BLASTX 

g4507793 

167 

l.Oe-11 

42 

69 

ubiquitin-conjugating enzyme E2N (homologous to yeast 
UBCl 3 ) >gi_2 5014 3 2_sp_Ql 678 1_UBCC_HUMAN 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 

LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi__2146981_pir JC4894 

ubiquitin-conjugating enzyme (EC 6.3,2.-) E2 - human 
>gi_1181558_dbj_BAA11675_ (D83004) ubiquitin-conjugating 
enzyme E2 UbcH-ben [Homo sapiens] 



Seq. No. 297215 

Seq. ID LIB3137-007-Q1-K1-B3 

Method BLASTX 

NCBI GI g4091008 

BLAST score 200 

E value 7.0e-16 

Match length 85 

% identity 49 . 

NCBI Description (AF040700) methionyl-tRNA synthetase [Oryza sativa] 

Seq. No. 297216 

Seq. ID LIB3137-007-Q1-K1-E12 

Method BLASTX 

NCBI GI g2335101 

BLAST score 271 

E value 7 . Oe-24 

Match length 87 

% identity 57 

NCBI Description (AC002339) unknown protein [Arabidopsis thaliana] 

Seq. No. 297217 

Seq. ID LIB3137-007-Q1-K1-E8 

Method BLASTX 

NCBI GI gl076800 

BLAST score 362 

E value 2.0e-34 

Match length 74 

% identity 92 

NCBI Description L-ascorbate peroxidase {EC 1.11.1.11), cytosolic isozyme - 
maize >gi_600116_emb_CAA844 06_ {Z34934) cytosolic ascorbate 

peroxidase [Zea mays] >gi_1096503_prf 2111423A ascorbate 

peroxidase [Zea mays] 



41674 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297218 

LIB3137-007-Q1-K1-G8 

BLASTX 

gll2994 

346 

7.0e-33 

78 

88 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi 82685 pir S04536 embryonic abundant protein, 

glycine-rlch - maize >gi_22313_emb__CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi 226091_prf 14102B4A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297219 

LIB3137-007-Q1-K1-H1 

BLASTX 

g4586117 

399 

4.0e-39 

100 
73 

(AL049638) putative protein [Arabidopsis thaliana] 
297220 

LIB3137-008-Q1-K1-B3 

BLASTX 

gll29145 

188 

2.0e-14 

88 

45 

(X75329) acetyl-CoA C-acyltransf erase [Mangifera xndica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297221 

LIB3137-008-Q1-K1-C6 

BLASTX 

g4335756 

185 

7.0e-14 

80 

50 

(AC006284) putative ankyrin [Arabidopsis thaliana] 
297222 

LIB3137-008-Q1-K1-E6 

BLASTX 

g4455129 

191 

2.0e-14 

116 

37 

(AF127761) ribonucleoprotein ZRNPl [Homo sapiens] 



Seq. No, 



297223 



41675 




O /-I r-r T Pi 

beq. iu 


lillDJiO /""UUO 1X1 cO 


Method 


BLASTX 


NCBI GI 


gl20670 


BLAST score 


J41 


E value 


2 . Oe-32 


Match length 


78 


% identity 


85 


NCBI Description 


GLzCEKALDbnxDil/ o-FHObrHAiiij Uhni UKUbhlNAbil/ LilUbULlU 


>gi iUUo/y pir bUoo/y giyceraiaenyae-o-pnospnatie 




aehydrogenase (EC l.z.l.lzj C - maize 




>gi zyoooo ertiJD CAAojdZU txiooyb) bAFUn [Ledi maysj 


Seq. No. 


O O T O O A 

297224 


Seq. ID 


IiIdjIjS / -UUD-yi-iS-l-c o 


Method 


BLASTN 


NCBI GI 


gl68490 


BLAST score 


44 


E value 


8 . Ue-16 


Match length 




% identity 


o7 


NCBI Description 


Maize giutatiiione b-transrerase (bbi-ij lUKNii/ coitipxeTie cas 


Seq. No. 


O A T O C 

297225 


Seq. ID 


LIBolo /-UUy-Qi-Ki-DlZ 


Method 


BLASTX 


NCBI GI 


g2119187 


BLAST score 


157 


E value 


9.0e-ll 


Match length 


31 


% identity 


94 


NCBI Description 


transmembrane protein, glucose starvation-induced - maize 




>gi_575731_emb_CAA57955_ (X82633) transmembrane protein 




[Zea mays] 


Seq. No. 


297226 


Seq. ID 


LIB3137-009-Q1-K1-D3 


Method 


BLAbTX 


NCBI GI 


g3256035 


BLAST score 


365 


E value 


8.0e-35 


Match length 


140 


% identity 


51 


NCBI Description 


(Y14274) putative serine/threonine protein kinase [Sorghum 




bicolor] 


Seq. No. 


297227 


Seq. ID 


LIB3137-009-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


gz Jo4 0 / J 


BLAST score 


164 


E value 


2.0e-ll 


Jxlatcn lengtn 


b / 


% identity 


49 


NCBI Description 


(AF012658) putative potassium transporter AtKT3p 




[Arabidopsis thaliana] 


Seq. No. 


297228 



41676 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3137-009-Q1-K1-F1 

BLASTX 

g2623298 

261 

7.0e-23 

108 

50 

(AC002409) 
thaliana] 



putative 4-alpha-glucanotransf erase [Arabidopsis 



297229 

LIB3137-009-Q1-K1-F2 

BLASTX 

g4510339 

144 

2.0e-09 

36 

81 

(AC006921) putative ABC transporter protein [Arabidopsis 
thaliana] 

297230 

LIB3137-G09-Q1-K1-G4 

BLASTN 

g3414828 

113 

6.0e-57 

121 
98 

2ea mays subsp. mays race Tuxpeno globulin-1 gene, partial 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297231 

LIB3137-009-Q1-K1-G8 

BLASTX 

g4567273 

305 

8.0e-28 

102 

58 

(AC006841) putative vacuolar proton ATPase subunit 
[Arabidopsis thaliana] 

297232 

LIB3137-009-Q1-K1-H10 

BLASTX 

gll70937 

159 

2.0e-ll 

35 

86 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_450549_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 



Seq, No. 



297233 



41677 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



LIB3137-010-Q1-K1-A12 

BLASTX 

gl495251 

259 

2.0e-22 
126 
48 

{Z703141 



heat-shock protein [Arabidopsis thaliana] 



297234 

LIB3137-010-Q1-K1-B7 

BLASTX 

g4512667 

312 

8.0e-29 

112 

56 

(AC006931) putative MAP kinase [Arabidopsis thaliana] 
297235 

LIB3137-010-Q1-K1-C11 

BLASTX 

gl911166 

163 

5.0e-23 
107 
59 



NCBI Description ,(X94400) soluble-starch-synthase [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297236 

LIB3137-010-Q1-K1-F11 

BLASTX 

g3785977 

252 

9.0e-22 
111 
50 

(AC005560) 
thaliana] 



putative growth regulator protein [Arabidopsis 



Seq. No. 
Seq, ID 
Method 
NCBI GI 



297237 

LIB3137-010-Q1-K1-F5 

BLASTX 

gll5786 

279 

5.0e-25 

80 

68 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi_82680_pir A29119 chlorophyll a/b-binding 

protein - maize >gi_22357_einb_CAA68451__ (Y00379) LHCP [Zea 
mays] 

297238 

LIB3137-010-Q1-K1-G2 

BLASTX 

g4455225 



41678 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



169 

6.0e-12 

57 

56 

(AL035440) putative protein [Arabidopsis thaliana] 
297239 

LIB3137-010-Q1-K1-G6 

BLASTX 

g3511285 

315 

3.0e-29 
99 
61 

(AF081534) 
tremula] 



cellulose synthase [Populus alba x Populus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
identity 



297240 

LIB3137-010-Q1-K1-G8 

BLASTX 

g548605 

200 

l.Oe-15 

83 
63 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT X PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 7 KD PROTEIN) (PSI-K) 

>gi_539055_pir A48527 photosystem I protein psaK precursor 

- barley >gi_304220 (L12707) photosystem I PSI-K subunit 
[Hordeum vulgare] 

297241 

LIB3137-010-Q1-K1-H6 

BLASTX 

gl29232 

157 

6.0e-14 

90 
58 

ORYZAIN BETA CHAIN PRECURSOR >gi__67 645_pir KHRZOB oryzain 

(EC 3.4.22.-) beta precursor - rice 

>gi_218183_dbj_BAA14403_ {D90407) oryzain beta precursor 
[Oryza sativa] 

297242 

LIB3137-011-Q1-K1-C12 

BLASTN 

gl213278 

54 

2.0e-21 

54 

100 



NCBI Description Z.mays ZEMb gene 



Seq. No, 
Seq. ID 
Method 



297243 

LIB3137-011-Q1-K1-C4 
BLASTN 



41679 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



gl8963 
42 

l.Oe-14 

90 

87 

Z.mays mRNA for dehydrin 
297244 

LIB3137-011-Q1-K1-C7 

BLASTX 

g82684 

164 

l.Oe-11 

64 

55 

dehydrin 
dehydrin 



(dhnS) 



3 - maize >gi_18 964_emb_CAA33364_ 
(AA 1-167) [Zea mays] 



{X15290) 



297245 

LIB3137-012-Q1-K1-A8 

BLASTX 

g425194 

291 

7.0e-28 

99 

70 

(L26243) heat shock protein [Spinacia oleracea] >gi_2660772 
{AF034618) cytosolic heat shock 70 protein [Spinacia 
oleracea] 

297246 

LIB3137-012-Q1-K1-B12 

BLASTN 

gl698669 

40 

2.0e-13 

129 

84 

Zea mays S-like RNase (kinl) mRNA, complete cds 
297247 

LIB3137-012-Q1-K1-B3 

BLASTX 

g2832616 

221 

6.0e-18 

131 

41 

{AL021711) heat shock transcription factor - like protein 
[Arabidopsis thaliana] 

297248 

LIB3137-012-Q1-K1-C12 

BLASTX 

g2098575 

156 

2.0e-10 



41680 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score' 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 
42 

(AC002115) F25451_2 [Homo sapiens] 
297249 

LIB3137-012-Q1-K1-D4 

BLASTX 

g2098575 

300 

2.0e-27 

74 

73 

(AC002115) F25451_2 [Hoino sapiens] 
297250 

LIB3137-012-Q1-K1-D6 

BLASTN 

g3821780 

37 

2,0e-ll 

37 

100 

Xenopus laevis cDNA clone 27A6-1 
297251 

LIB3137-012-Q1-K1-E9 

BLASTX 

gl29591 

333 

4.0e-31 

96 

71 

PHENYLALANINE AMMONIA-LYASE >gi_295824_einb_CAA34226_ 
(X16099) phenylalanine ammonia- lyase [Oryza sativa] 

297252 

LIB3137-012-Q1-K1-F12 

BLASTX 

g2708806 

206 

2.0e-16 

71 

61 

(AF037359) superoxide dismutase [Paulownia kawalcamii] 
297253 

LIB3137-012-Q1-K1-G5 

BLASTX 

g3335378 

267 

2.0e-23 

78 

72 

{AC003028) Myb-related transcription activator [Arabidopsis 
thaliana] 



Seq. No. 



297254 



41681 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3137-012-Q1-K1-H5 

BLASTN 

g2687357 

66 

6.0e-29 

122 

89 

Zea mays nonphototropic hypocotyl 1 
cds 



(nphl) rtiRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297255 

LIB3137-013-Q1-K1-A5 

BLASTX 

g2580440 

245 

6,0e-21 

61 

72 

(D87261) PCF2 [Oryza sativa] 
297256 

LIB3137-013-Q1-K1-B2 

BLASTX 

g730919 

195 

4.0e-15 

75 

55 

T-COMPLEX PROTEIN 1, EPSILON SUBUNIT (TCP-l-EPSILON) 

(CCT-EPSILON) (TCP-K19) >gi_542112_pir S404 61 t-complex 

polypeptide 1 - oat >gi_435173_emb_CAA53396_ (X75777) T 
complex polypeptide 1 [Avena sativa] 



Seq. No. 


297257 


Seq. ID 


LIB3137-013-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g295355 


BLAST score 


300 


E value 


5.0e-30 


Match length 


118 


% identity 


56 


NCBI Description 


(L13653) peroxidase 


Seq. No. 


297258 


Seq. ID 


LIB3137-013-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g4469023 


BLAST score 


223 


E value 


2.0e-36 


Match length 


93 


% identity 


87 


NCBI Description 


(AL035602) putative 


Seq. No. 


297259 


Seq. ID 


LIB3137-013-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g3004950 



41682 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



346 

l,0e-32 

86 

79 

(AF037061) tonoplast intrinsic protein; ZmTIPl [Zea mays] 
297260 

LIB3137-013-Q1-K1-E7 

BLASTX 

gll70242 

200 

4.0e-16 

55 
76 

FERROCHELATASE PRECURSOR (PROTOHEME FERRO-LYASE) (HEME 
SYNTHETASE) >gi__474966_dbj_BAA05101_ (D26105) 
ferrochelatase [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297261 

LIB3137-013-Q1-K1-G3 

BLASTN 

g313759 

48 

5.0e-18 

60 
95 

Z.mays hsp 70-1 gene for heat shock protein 
297262 

LIB3137-013-Q1-K1-G7 

BLASTX 

g3915029 

202 

7.0e-16 

70 

57 

ACYL- [ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 
(STEAROYL-ACP DESATURASE) >gi_976257__dbj__BAA07 631_ 
stearyl-ACP desaturase [Oryza sativa] 



(D38753) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



297263 

LIB3137-013-Q1-K1-H5 

BLASTX 

g465835 

155 

l.Oe-10 

85 
44 

HYPOTHETICAL 272.0 KD PROTEIN C50C3.6 IN CHROMOSOME III 

>gi_630577_pir S44625 C50C3.6 protein - Caenorhabditis 

elegans >gi_289658 (L14433) putative [Caenorhabditis 
elegans] 

297264 

LIB3137-014-Q1-K1-A10 

BLASTX 

gl345683 



41683 



# 



BLAST score 
-E value 
Match length 
% identity 
NCBI Description 



234 

2.0e-19 

48 

94 

CATALASE ISOZYME 3 >gi_487045_pir S37379 catalase (EC 

1.11.1,6) 3 - maize >gi_168437 (L05934) catalase [Zea mays] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297265 

LIB3137-014-Q1-K1-B6 

BLASTX 

g82696 

352 

2.0e-33 

81 

88 

glycine-rich protein - maize >gi__22293__emb_CAA4 3431_ 
(X61121) glycine-rich protein [Zea mays] 



Qprr Mo 

O C • lH\J • 


297266 


Dcq • JlU 


"^7-01 4-01 -Kl -D? 




OJ-LTlO J. 


NrBT GT 

iN X V3 -L 


a4263509 




164 


TTa 1 no 

Hi VdXLL^ 


6. Oe-17 


iYiaucn ±engT;,ii 




% identity 


51 


NCBI Description 


{AC004044) hypothetical prott 


o e q • IN u , 


9 Q79^^7 


oeq. lu 


T TR'^1 '^7-01 A-OI -Tfl -ri7 








gou D J / u o 


Dij/ioJL score 




J_l V CI. J- LX \^ 


1. Oe-12 


Match length 


75 


% identity 


44 


NCBI Description 


(AL022537) putative protein 


Seq, No. 


297268 


Seq, ID 


LIB3137-014-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


gl076809 


BLAST score 


353 


E value 


2.0e-33 


Match length 


90 


% identity 


76 


NCBI Description 


H+-transporting ATPase {EC 3 




>gi_758355_emb_CAA59800_ (X8 




[Zea mays] 


Seq. No, 


297269 


Seq, ID 


LIB3137-014-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g3789954 


BLAST score 


461 


E value 


3,0e-46 


Match length 


122 



,1.35) - maize 



41684 



% identity 

NCBI Description 



Seq. Nov 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75 

(AF094776r chlorophyll a/b-binding protein precursor [Oryza 
sativa] 

297270 

LIB3137-014-Q1-K1-G12 

BLASTX 

g3913182 

227 

8.0e-19 

67 
67 

CINNAMYL-ALCOHOL DEHYDROGENASE (CAD) 
>gi_2239258_einb_CAA74070_ (Y13733) cinnamyl alcohol 
dehydrogenase [Zea mays] 



Seq. No. 


I £. i L 


Seq. ID 




Method 


"DT TV O T>V 

BLASTX 


NCBI bl 


go Zoy o 


BLAST score 




E value 


6 . ue-zi 


Matcn lengrn 


00 


% identity 


0 o 


NCBI Description 


glycine-rich protein - 




(X61121) glycine-rich 


Seq. No. 


297272 


Seq. ID 


LiB^io /-uib— yi-i\i— i; lU 


Method 




NCBI GI 


g296593 


BLAST score 


oU 


E value 


/I Hq— OR 


Matcn lengtn 


/ o 


% iQenLXuy 


J -J 


NCBI Description 


H. vuigare pZE4 0 gene 


Seq. No. 


297273 


Seq. ID 


LIB3137-015-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


gl654140 


BLAST score 


329 


E value 


6.0e-31 


Match length 


82 


% identity 


74 


NCBI Description 


(U37840) lipoxygenase 


Seq. No. 


297274 


Seq. ID 


LIB3137-016-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g2829894 


BLAST score 


234 


E value 


9.0e-20 


Match length 


84 


% identity 


51 


NCBI Description 


(AC002311) Unknown pr< 



[Zea mays] 



41685 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297275 

LIB3137-016-Q1-K1-A5 

BLASTX 

g283038 

467 

7.0e-47 

104 

88 

chlorophyll a/b-binding protein (cab-m7) precursor 
>gi_22230_emb_CAA37474_ {X53398) light harvesting 
chlorophyll a /b binding protein [Zea mays] 



- maize 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297276 

LIB3137-016-Q1-K1-B2 

BLASTN 

g2921303 

105 

5.0e-52 

219 

94 

Zea mays herbicide safener binding protein (SBPl) mRNA, 
complete cds 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297277 

LIB3137-016-Q1-K1-D10 

BLASTX 

g4567232 

217 

l.Oe-17 
71 
62 

(AC007119) 
thaliana] 



putative 4 OS ribosomal protein S25 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297278 

LIB3137-016-Q1-K1-E6 

BLASTX 

g4539343 

208 

2.0e-16 

49 

76 

(AL035539) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297279 

LIB3137-016-Q1-K1-F2 

BLASTX 

g4006893 

333 

2,0e-33 

97 

75 

(Z99708) aminopeptidase-like protein [Arabidopsis thaliana] 



Seq. No. 
Seq, ID 
Method 



297280 

LIB3137-016-Q1-K1-H6 
BLASTX 



41686 



NCBI GI g266578 
BLAST score 224 
E value 9.0e-21 
Match length 57 
% identity 8 9 

NCBI Description METALLOTHIONEIN-LIKE PROTEIN 1 >gi_100898_pir_S17560 

metallothionein-like protein - maize >gi_236730_bbs__57 629 
(357628) metallothionein homologue [2ea mays, Peptide, 76 
aa] [Zea mays] >gi_559536_emb_CAA57 67 6__ (X82186) 
metallothionein- like protein [Zea mays] 

>gi_228095_prf 1717215A metallothionein-like protein [Zea 

mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297281 

LIB3137-017-Q1-K1-E11 

BLASTX 

g2829275 

161 

5.0e-ll 

99 

44 

(AF044265) nucleoside diphosphate kinase 3 [Arabidopsis 
thaliana] >gi_3513740 (AF080118) contains similarity to 
nucleoside diphosphate kinases (Pfam: NDK.hmm, score: 
301.12) [Arabidopsis thaliana] >gi_4539375_emb_CAB40069 . 1_ 

(AL049525) nucleoside diphosphate kinase 3 (ndpk3) 

[Arabidopsis thaliana] 



Seq. No. 


297282 


Seq. ID 


LIB3137-017-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g2464852 


BLAST score 


178 


E value 


7.0e-13 


Match length 


120 


% identity 


36 


NCBI Description 


(Z99707) putative protein [Arabidopsis 


Seq. No. 


297283 


Seq. ID 


LIB3137-017-Q1-K1-G4 


Method 


BLASTX 


NCBI GI 


g2984709 


BLAST score 


513 


E value 


3.0e-52 


Match length 


98 


% identity 


99 


NCBI Description 


(AF053468) DnaJ-related protein ZMDJl 


Seq. No. 


297284 


Seq. ID 


LIB3137-018-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


gl418125 


BLAST score 


263 


E value 


5.0e-23 


Match length 


69 


% identity 


68 


NCBI Description 


{D58404) CTP:phosphocholine cytidylylt 



[Zea mays] 



41687 



Seq. No. ^ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



napus ] 
297285 

LIB3137-018-Q1-K1-B10 

BLASTX 

g3785973 

187 

5.0e-14 

62 

65 

(AC005560) putative homeobox protein [Arabidopsis thaliana] 
297286 

LIB3137-018-Q1-K1-C5 

BLASTX 

g3136311 

169 

l.Oe-16 

71 

56 

(AFG62734) soluble acid invertase [Saccharuiti robustum] 
297287 

LIB3137-018-Q1-K1-D1 

BLASTX 

gll55261 

288 

7.0e-26 

64 

88 

(U40217) eukaryotic release factor 1 homolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297288 

LIB3137-018-Q1-K1-D3 

BLASTX 

gll2994 

401 

3,0e-39 

89 

92 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi 82685_pir S04536 embryonic abundant protein^ 

glycine-rich - maize >gi_22313_emb_CAA31077_ {X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297289 

LIB3137-018-Q1-K1-E6 

BLASTX 

g2792238 

155 

3.0e-10 

88 
40 

(AF032697) NBS-LRR type resistance protein [Oryza sativa] 



41688 



297290 

LIB3137-018-Q1-K1-G5 
BLASTX 
g4468048 
173 

2.0e-12 
110 

40 . . n 

(X78703) catechol 0-methyltransf erase [Vanilla planifolia] 

Seq. No. 297291 

Seq. ID LIB3137-018-Q1-K1-G7 

Method BLASTX 

NCBI GI g2984709 

BLAST score 329 

E value l.Oe-30 

Match length 66 

% identity 97 

NCBI Description (AF053468) DnaJ-related protein ZMDJl [Zea mays] 

Seq. No. 297292 

Seq. ID LIB3137-019-Q1-K1-A7 

Method BLASTX 

NCBI GI g4220528 

BLAST score 333 

E value 4.0e-31 

Match length 111 

% identity 59 . 

NCBI Description (AL035356) glucose-6-phosphate isomerase [Arabidopsis 
thaliana] 

Seq. No. 297293 

Seq. ID LIB3137-019-Q1-K1-A8 

Method BLASTX 

NCBI GI g2984709 

BLAST score 532 

E value 2.0e-54 

Match length 101 

% identity 99 

NCBI Description (AF0534 68) DnaJ-related protein ZMDJl [Zea mays] 

Seq. No. 297294 

Seq. ID LIB3137-019-Q1-K1-E7 

Method BLASTX 

NCBI GI g38 61366 

BLAST score 237 

E value 8.0e-20 

Match length 145 

% identity 40 

NCBI Description {AJ235273) 5 -AMINOLEVULINIC ACID SYNTHASE (hemA) 
[Rickettsia prowazekii] 

Seq. No. 297295 

Seq, ID LIB3137-019-Q1-K1-G9 

Method BLASTX 

NCBI GI g4204912 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41689 



BLAST score 


# 

160 


E value 


4.0e-ll 


Match length 


53 


% identity 


58 


NCBI Description 


(U58918) MEK 




kinase [Arabidopsis thaliana] 



oeCJ. LNU . 


297296 


Q c^rr T Pi 


TiIB3137-019-Ol-Kl-H4 




BLASTX 




a4584545 




492 


£j V CL -L LLC 


9.0e-50 


ixiaTicn xengT,n 


1 AO 


% identity 


65 


NCBI Description 


(AL049608) putative protein [Arabidopsis thaliana] 


Oeq . INO • 


297297 




T.TB3137-020-O1-K1-C1 


n.ei-nou. 


BLASTN 




y J J u '1 J J 


bLAbi score 


ft ^ 


£j vaxue 


3 . Oe-40 


Match length 


ZU4 


% identity 


o J 


NCBI Description 


Z.mays CYP71C1 gene for cytochrome P-450 


Seq. No. 


^ y / zyo 


Seq. ID 


JjiOOiO / U ^ U Si-*- V^i- 


Method 








BLAbi score 




E value 




ixiatcn. icily Ln 


119 


% identity 


O 1 


NCBI Description 


{AC005169) putative copia-like transposable element 


[Arabidopsis thaliana] 


beq. NO. 




Seq. ID 


T TP*^! ?7 — 090-01 -K1 -F1 


Method 








BLAST score 




E value 


3.0e-26 


Match length 


73 


% identity 


71 


NCBI Description 


{AL049638) putative protein [Arabidopsis thaliana] 


Seq. No. 


297300 


Seq. ID 


LIB3137-020-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


gll8104 


BLAST score 


662 


E value 


l.Oe-69 



Match length 140 
% identity 89 

NCBI Description PEPT IDYL- PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 



41690 



>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi__168461 {M55021) cyclophilin [Zea mays] 
>gi_829148__emb_CAA48638__ (X68678) cyclophilin [Zea mays] 



Seq. No. 


297301 


Seq. ID 


LIB3137-020-Q1-K1-F3 


L J.^ L« 1 J. <wL 


BLASTX 




a2160170 


BLAST score 


193 


Hi V CI J- Ll\^ 


l.Oe-14 


MatT'h 1 e^ncrt'h 


81 


% identity 


58 


NPRT n*:^*^^?"! nt" "i on 

LN Vw- U X 1_/ C O V_r J. J_ ^ -I_ X 1 


(AC000132) No definition 


Seq. No. 


297302 


Seq. ID 


LIB3137-020-Q1-K1-F6 


Mp1~ hod 


BLASTX 


WPRT CT 


a2996096 




273 




S Oe-24 


M'a't-j^'K "1 on^"^"Vi 


J. 1 u 


^ IClcXlL-XLy 




NCBI Description 


(AF030517) translation e 




alpha [Oryza sativa] 


Seq. No. 


297303 


Seq. ID 


LIB3137-020-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g4097565 


BLAST score 


172 


E value 


6.0e-18 


Match length 


65 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq- No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64 

(U64920) ATGP3 [Arabidopsis thaliana] 
297304 

LIB3137-021-Q1-K1-B10 

BLASTX 

gl619602 

323 

5.0e-30 

90 

62 

(Y08726) MtN3 [Medicago truncatula] 
297305 

LIB3137-021-Q1-K1-D9 

BLASTX 

g4210330 

322 

8.0e-30 

97 

65 

(AJ223802) 2-oxoglutarate dehydrogenase, 
[Arabidopsis thaliana] 



El subunit 



Seq. No. 



297306 



41691 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3137-021-Q1-K1-F11 

BLASTX % 

gll2994 

274 

2.0e-24 

82 
71 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297307 

LIB3137-021-Q1-K1-F5 

BLASTX 

gl20670 

235 

7.0e-20 

81 
59 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_100879_pir S06879 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) C - maize 
>gi_295853_emb_CAA33620_ (X15596) GAPDH [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297308 

LIB3137-021-Q1-K1-H1 

BLASTX 

g2190550 

218 

l.Oe-17 

94 

53 

(AC001229) ESTs gb_T45673, gb_N37512 come from this gene, 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297309 

LIB3137-021-Q1-K1-H8 

BLASTX 

gl346109 

302 

l.Oe-27 

88 
70 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (GPB-LR) (RWD) >gi_540535_dbj_BAA07404__ (D38231) 
RWD [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



297310 

LIB3137-022-Q1-K1-B7 

BLASTX 

g2984709 

522 

3.0e-53 
99 



41692 



% identity 99 

NCBI Description {AF0534 68) DnaJ-reiated protein ZMDJl [Zea mays] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297311 

LIB3137-022-Q1-K1-C3 

BLASTX 

g4512615 

208 

2,0e-16 

52 

81 

{AC004793) Strong similarity to gb_X59970 3-isopropylmalate 
dehydrogenase (IMDH) from Brassica napus. EST gb_F14478 
comes from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297312 

LIB3137-022-Q1-K1-C4 

BLASTX 

g3450842 

296 

8.0e-27 

91 
57 

{AF080436) 
sativa] 



mitogen activated protein kinase kinase [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297313 

LIB3137-022-Q1-K1-C6 

BLASTN 

gl8963 

146 

2.0e-76 

222 
91 

Z.mays mRNA for dehydrin (dhn3) 
297314 

LIB3137-022-Q1-K1-D12 

BLASTX 

g2500959 

449 

l.Oe-44 

111 

76 

ALANYL-TRNA SYNTHETASE (ALANINE— TRNA LIGASE) (ALARS) 
>gi_1653611_dbj_BAA18523_ (D90915) alanyl-tRNA synthetase 
[Synechocystis sp.] 



297315 

LIB3137-022-Q1-K1-H9 

BLASTX 

gl373209 

174 

2.0e-12 

94 

49 

(U53855) prostacyclin synthase 



[Rattus norvegicus] 



41693 



Seq. No* 

Seq. ID " 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297316 

LIB3137-023-Q1-K1-A12 

BLASTX 

g4337174 

271 

4.0e-24 

104 

52 

{AC006416) Similar to gi_1573829 HI0816 aminopeptidase P 
homolog (pepP) from Haemophilus influenzae genome 
gb_U32764. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297317 

LIB3137-023-Q1-K1-C2 

BLASTX 

g3334756 

292 

2.0e-26 

117 

53 

(Y16672) putative arginine/serine-rich splicing factor 
[Medicago sativa] 

297318 

LIB3137-023-Q1-K1-C5 

BLASTX 

g400578 

214 

4.0e-17 

86 

47 

NADH-UBIQUINONE OXIDOREDUCTASE 18 KD SUBUNIT PRECURSOR 
(COMPLEX 1-18 KD) (CI-18 KD) (COMPLEX I-AQDQ) (CI-AQDQ) 

>gi 346531_pir S28240 NADH dehydrogenase (ubiquinone) (EC 

1.675.3) chain CI-18 (IP) - bovine >gi_226_emb_CAA44 900_ 
(X63215) NADH dehydrogenase [Bos taurus] 



Seq. No. 


297319 


Seq. ID 


LIB3137-023-Q1-K1-C8 


Method 


BLASTN 


NCBI GI 


g342631 


BLAST score 


46 


E value 


4,0e-17 


Match length 


110 


% identity 


85 


NCBI Description 


Maize mitochondrial 


Seq. No. 


297320 


Seq. ID 


LIB3137-023-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g2425066 


BLAST score 


237 


E value 


7.0e-20 


Match length 


126 


% identity 


51 


NCBI Description 


(AF019147 ) cysteine 



subunit-2 mRNA, complete cds 



[Zea mays] 



41694 



Sea No. 


297321 


Seq. TD 


LIB3137-023-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g633110 


BLAST score 


256 


Hi V CL-L 


5 .Oe-31 




126 




63 


NPRT Dpscriotion 


{D31843) plasma memb] 


Sea. No. 


297322 


Seq. ID 


LIB3137-023-Q1-K1-E1 


MpthoH 


BLASTX 


NCBI GI 


g4115379 


BLAST score 


158 


K value 


3.0e-ll 


Ma+'ch 1 encrth 


62 


$; "i Hen t" i i" v 


53 


NCBI DescriDtion 


{AC005967 ) putative 




thaliana] 


Seq. No. 


297323 


Seq. ID 


LIB3137-023-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


gl31772 ^ 


BLAST score 


197 


E value 


9.0e-20 


Match length 


90 



putative carbonyl reductase [Arabidopsis 



% identity 

NCBI Description 



68 

40S RIBOSOMAL PROTEIN S14 (CLONE MCHl) 

>gi_82723_pir ^A30097 ribosomal protein S14 (clone MCHl) 

maize 



Seq. No. 


297324 


Seq. ID 


LIB3137-023- 


Method 


BLASTX 


NCBI GI 


g3688398 


BLAST score 


310 


E value 


2.0e-28 


Match length 


118 


% identity 


58 


NCBI Description 


(AJ006358) c 


Seq. No. 


297325 


Seq. ID 


LIB3137-023 


Method 


BLASTX 


NCBI GI 


g4580461 


BLAST score 


310 


E value 


5.0e-29 


Match length 


73 


% identity 


79 


NCBI Description 


(AC006081) 


Seq. No. 


297326 


Seq. ID 


LIB3137-023 


Method 


BLASTX 



-F12 



ascorbate peroxidase [Hordeum vulgare] 



-G3 



unknown protein [Arabidopsis thaliana] 



41695 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll74391 
257 

3.0e-22 

119 

39 

SUPEROXIDE DISMUTASE 3,4 PRECURSOR (MN) 

>gi_539066_pir B48684 superoxide dismutase (EC 1.15.1.1) 

(MnY 3.2 precursor - maize 



O C M • IN w . 


297327 


o • J. L/ 


LIB3137-023-Q1-K1-H3 


MpI" hnri 

lie L>il^.^k^ 


BLASTX 


LN ^ £? J. OX 


g4186184 


BLAST score 


148 


E value 


2.0e-09 


lid L-Oll Xdl^ UXi 


34 




74 




{AF111168) unknown [Homo sapiens] 


oe<4 . WO • 


^ y I ^ ^ u 


oecj. XU 


T.TR3137-024-O1-K1-A12 


rue uiiLJv-i 


BLASTX 




rr^9fi4 


BLAST score 


209 


E value 


6.0e-17 


Marcn xengi-n 




^ xaenuXL.y 


74 


Nuci uescnpi-xon 


f z\Trns71 R"^ ^ nntative tonoolast aauaporin [Zea 


beg. iNo. 




beg. xjj 


T TR^l ^7-n24-01-Kl-A7 


LYieT-llOU. 


RT.ASTX 






BLAST score 


191 


E value 


l.Oe-14 


LYiax-cn xcxiyuxi 


81 


■S iUcIlLXL-y 


53 


INUrSX JJcSOx xp LXUXi 


fAFOQ^fiPQl "1 noraanic ovroDhosohatase fOrvza 


beg • wo . 


_7 / J J V 


beg* xu 


T.TR3137-024-O1-K1-C12 

J_iXO>_/X*Jr ky^ri \^ -L Lvo. ^ ^ 




RT.ASTX 


NCBI GI 


g3163946 


BLAST score 


525 


E value 


l.Oe-53 


Match length 


109 


% identity 


90 


NCBI Description 


{AJ005599) alpha-tubulin 1 [Eleusine indica] 


Seg. No. 


297331 


Seg. ID 


LIB3137-024-Q1-K1-C7 


Method 


BLASTN 


NCBI GI 


g2921303 


BLAST score 


166 


E value 


2.0e-88 


Match length 


286 


% identity 


90 



41696 



NCBI Description Zea mays herbicide safener binding protein (SBPl) mRNA, 
;fcomplete cds 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



297332 

LIB3137-024-Q1-K1-D9 

BLASTN 

g397395 

76 

8.0e-35 

132 

89 

Z.mays MNBlb mRNA for DNA-binding protein 
297333 

LIB3137-024-Q1-K1-F1 

BLASTX 

g2832696 

155 

2.0e-10 

113 

29 

(AL021713) putative protein [Arabidopsis thaliana] 
297334 

LIB3137-024-Q1-K1-F4 

BLASTX 

g729773 

218 

l.Oe-17 

66 

64 

HEAT SHOCK FACTOR PROTEIN 1 (HSF 1) (HEAT SHOCK 
TRANSCRIPTION FACTOR 1) (HSTF 1) >gi_42 9155_enib__CAA537 61_ 
(X7 6167) heat shock factor [Arabidopsis thaliana] 

297335 

LIB3137-024-Q1-K1-F6 

BLASTX 

g2911073 

454 

3.0e-45 

141 

68 

(AL021960) putative protein [Arabidopsis thaliana] 
297336 

LIB3137-024-Q1-K1-F8 

BLASTX 

g3355780 

220 

6.0e-18 

83 

57 

(AJ004 997) expansinlS [Lycopersicon esculentum] ^ 
297337 

LIB3137-024-Q1-K1-G9 



41697 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl706260 

317 

2.0e-29 
60 
97 

CYSTEINE PROTEINASE 
cysteine proteinase 
>gi_643597_ 
mays] 



1 PRECURSOR >gi_2118131__pir S59597 

1 precursor - maize 
dbj_BAA08244_ (D45402) cysteine proteinase [Z^a 



297338 

LIB3137-024-Q1-K1-H1 

BLASTX 

g2244915 

213 

5.0e-17 

122 
35 

(Z97339) strong homology to reverse transcriptase 
[Arabidopsis thaliana] 

297339 

LIB3137-024-Q1-K1-H3 

BLASTX 

gl32724 

198 

2.0e-15 

50 

74 

SOS RIBOSOMAL PROTEIN L18 >gi_7 1259_pir R5BS8F ribosomal 

protein LI 8 - Bacillus stearothermophilus 

297340 

LIB3137-027-Q1-K1-B11 

BLASTN 

g3004949 

58 

5.0e-24 
94 
90 

Zea mays tonoplast intrinsic protein 
complete cds 



(ZmTIPl) mRNA, 



Seq. No. 
Seq. ID 
Method 



297341 

LIB3137-027-Q1-K1-C10 

BLASTX 

gl665867 

178 

l.Oe-22 

105 

53 

{Y09123) aspartic proteinase [Centaurea calcitrapa] 
297342 

LIB3137-027-Q1-K1-D3 
.BLASTX 



41698 



NCBI GI 
miiAST score . 
E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4432856 
183 

l,0e-13 

95 

46 

(AC006300) putative 2A6 protein [Arabidopsis thaliana] 
297343 

LIB3137-027-Q1-K1-E10 

BLASTX 

gll3621 

250 

4.0e-35 

100 

82 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68196_pir ^ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_einb_CAA31366_ {X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297344 

LIB3137-027-Q1-K1-E3 

BLASTX 

g4587577 

142 

9.0e-09 

54 

46 

(AC006550) F10O3,17 [Arabidopsis thaliana] 
297345 

LIB3137-027-Q1-K1-E4 

BLASTX 

g2598575 

181 

2.0e-13 

110 

37 

(Y15293) MtN21 [Medicago truncatula] 
297346 

LIB3137-027-Q1-K1-G6 

BLASTX 

g710626 

154 

2.0e-10 

41 

59 

(D30719) ERD15 protein [Arabidopsis thaliana] >gi__3241941 
(AC004625) dehydration-induced protein ERD15 [Arabidopsis 
thaliana] >gi_3894181 (AC005662) ERD15 protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



297347 

LIB3137-027-Q1-K1-H2 



41699 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2182267 

407 

6.0e-40 

115 

71 

(L37359) 



lipoxygenase [Hordeum vulgare] 



297348 

LIB3137-027-Q1-K1-H7 

BLASTN 

g22312 

37 

2.0e-ll 

49 

94 

Maize ABA- inducible gene for glycine-rich protein 
abscisic acid) 



ABA = 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297349 

LIB3137-028-Q1-K1-A5 

BLASTX 

g4056432 

553 

6.0e-57 

142 

70 

{AC005990) Similar to gi_2245014 glucosyltransf erase 
homolog from Arabidopsis thaliana chromosome 4 contig 
gb_Z97341. ESTs gb_T20778 and gb_AA586281 come from this 
gene. [Arabidopsis thaliana] 



Seq, No. 


297350 


Seq- ID 


LIB3137-028-Q1-K1-A7 


Method 


BLASTN 


NCBI GI 


gll957 


BLAST score 


221 


E value 


l.Oe-121 


Match length 


261 


% identity 


48 


NCBI Description 


Rice complete chloroplast genome 


Seq. No. 


297351 


Seq. ID 


LIB3137-028-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g2702281 


BLAST score 


227 


E value 


6.0e-19 


Match length 


72 


% identity 


60 


NCBI Description 


(AC003033) putative protein disulfide 




[Arabidopsis thaliana] 


Seq. No. 


297352 


Seq. ID 


LIB3137-028-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g2160690 



41700 



BLAST score 251 

E value l.Oe-21 

Match length 71 

% identity 59 

NCBI Description (U73526) B' regulatory subunit of PP2A [Arabidopsis 
thaliana] 

Seq. No. 297353 

Seq, ID LIB3137-028-Q1-K1-G7 

Method BLASTX 

NCBI GI g2952328 

BLAST score 305 

E value 7.0e-28 

Match length 83 

% identity 72 

NCBI Description (AF049889) 1-aminocyclopropane-l-carboxylate oxidase [Oryza 
sativa] 

Seq. No. 297354 

Seq. ID LIB3137-029-Q1-K1-A7 

Method BLASTX 

NCBI GI g2462832 

BLAST score 290 

E value 4.0e-26 

Match length 113 

% identity 53 

NCBI Description (AF000657) similar to Bacillus CotA [Arabidopsis thaliana] 

Seq. No. 297355 

Seq. ID LIB3137-029-Q1-K1-B4 

Method BLASTX 

NCBI GI g3236253 

BLAST score 387 

E value 2.0e-37 

Match length 134 

% identity 54 

NCBI Description (AC004684) receptor-like protein kinase [Arabidopsis 
thaliana] 

Seq. No. 297356 

Seq. ID LIB3137-029-Q1-K1-B8 

Method BLASTX 

NCBI GI g3337367 

BLAST score 204 

E value 3.0e-16 

Match length 87 

% identity 54 

NCBI Description (AC004481) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 297357 

Seq. ID LIB3137-029-Q1-K1-C10 

Method BLASTX 

NCBI GI gl36640 

BLAST score 195 

E value 6.0e-15 

Match length 86 

% identity 55 



41701 



NCBI Description 



UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi__170785 (M62720) 
lobiquitin carrier protein [Triticum aestivum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297358 

LIB3137-029-Q1-K1-F11 

BLASTN 

gl504051 

51 

8.0e-20 

249 
81 

Zea mays mRNA for Calciina-dependent protein kinase, 
complete cds 

297359 

LIB3137-029-Q1-K1-F4 

BLASTX 

g2804280 

242 

2.0e-20 

122 

43 

(AB003687) 6-4 photolyase [Arabidopsis thaliana] 
>gi_3929918_dbj__BAA34711_ (AB017331) 6-4 photolyase 
[Arabidopsis thaliana] 

297360 

LIB3137-029-Q1-K1-F6 

BLASTX 

gl504052 

278 

l.Oe-24 

113 

57 

(D87042) Calcium-dependent protein kinase [Zea mays] 
297361 

LIB3137-029-Q1-K1-G7 

BLASTX 

g2827619 

257 

2.0e-22 

87 

62 

(AL021636) hypothetical protein [Arabidopsis thaliana] 



297362 

LIB3137-030-Q1-K1-E6 

BLASTX 

g4126809 

394 

3.0e-38 

89 

46 

(AB017042) glyoxalase 



I [Oryza sativa] 



41702 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297363 

LIB3137-030-Q1-K1-F7 

BLASTX 

gl706965 

145 

l,0e-09 

61 

49 

(U60754) delta-24-sterol methyltransf erase 
aestivum] 



[Triticum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297364 

LIB3137-030-Q1-K1-H6 

BLASTX 

gll5815 

468 

4,0e-47 

112 
79 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-M9) (LHCP) >gi_100866_pir S13098 chlorophyll 

a/b-binding protein precursor - maize 
>gi_22355_emb_CAA39376_ (X55892) light-harvesting 
chlorophyll a/b binding protein [Zea mays] 

297365 

LIB3137-032-Q1-K1-A9 

BLASTX 

g2673947 

259 

2.0e-22 

119 

27 

(U62931) multidrug resistance protein 1 [Aspergillus 
flavus] >gi_2673949 (U62932) multidrug resistance protein 
[Aspergillus flavus] 



Seq. No. 


297366 


Seq. ID 


LIB3137-032-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g3522937 


BLAST score 


354 


E value 


l.Oe-33 


Match length 


116 


% identity 


54 


NCBI Description 


(AC004411) unknown protein 


Seq. No. 


297367 


Seq. ID 


LIB3137-033-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


gl574938 


BLAST score 


209 


E value 


6.0e-17 


Match length 


68 


% identity 


63 


NCBI Description 


(U34726) superoxide dismuta 



4 [Zea mays] 



41703 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297368 

LIB3137-033-Q1-K1-A7 

BLASTX 

gll5786 

390 

6.0e-38 

92 

83 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi_82680_pir ^A29119 chlorophyll a/b-binding 

protein - maize >gi_22357_erab_CAA68451_ (Y00379) LHCP [Zea 
mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297369 

LIB3137-033-Q1-K1-B2 

BLASTN 

g3955072 

105 

5.0e-52 

235 

85 

Zea mays PHYT II gene for acidic phytase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297370 

LIB3137-033-Q1-K1-C1 

BLASTX 

g542157 

141 

9.0e-09 

31 

84 

ribosomal 5S RNA-binding protein 



- Rice 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297371 

LIB3137-033-Q1-K1-C6 

BLASTX 

gl519249 

157 

4.0e-ll 

58 

62 

(U65956) GF14-b protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297372 

LIB3137-033-Q1-K1-E4 

BLASTX 

gl346735 

169 

5.0e-12 

73 

48 

2, 3-BISPHOSPHOGLYCERATE-INDEPENDENT PHOSPHOGLYCERATE MUTASE 
(PHOSPHOGLYCEROMUTASE) (BPG-INDEPENDENT PGAM) (PGAM-I) 

>gi_1076562_pir S49647 phosphoglycerate mutase (EC 

5.4.2.1) - castor bean >gi_474170_emb_CAA4 9995_ (X70652) 
phosphoglycerate mutase [Ricinus communis] 



41704 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297373 

LIB3137-033-Q1-K1-F11 

BLASTX 

g2668742 

378 

2.0e-36 

85 

88 

(AF034945) glycine-rich RNA binding protein [Zea mays] 
297374 

LIB3137-033-Q1-K1-G10 

BLASTX 

g66009 

235 

8.0e-22 

68 

82 

giyceraldehyde-3-phosphate dehydrogenase (EC 1.2,1.12) C, 
cytosolic - maize >gi_22238_emb__CAA30151_ (X07156) GADPH 





(AA 1-337) 


;Zea mays] 


Seq. No. 


297375 




Seq. ID 


LIB3137-033- 


-Q1-K1-G9 


Method 


BLASTX 




NCBI GI 


gl70033 




BLAST score 


383 




E value 


5.0e-37 




Match length 


108 




% identity 


64 




NCBI Description 


(L00353) uricase II subunit 


Seq. No. 


297376 




Seq. ID 


LIB3137-035- 


-Q1-K1-A12 


Method 


BLASTN 




NCBI GI 


g22354 




BLAST score 


42 




E value 


l.Oe-14 




Match length 


70 




% identity 


91 




NCBI Description 


Zea mays L. 


mRNA for light- 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



binding protein 
297377 

LIB3137-035-Q1-K1-B9 

BLASTN 

g3135542 

71 

l.Oe-31 

87 
95 

Oryza sativa aquaporin (PIP2a) 
297378 

LIB3137-035-Q1-K1-C1 

BLASTX 

g4539422 



mRNA, complete cds 



41705 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
- % identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141 

7.0e-09 

67 

46 

(AL04 9171) putative protein [Arabidopsis thaliana] 
297379 

LIB3137-035-Q1-K1-C7 

BLASTX 

gl21631 

225 

l.Oe-18 

69 

61 

GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN 2 PRECURSOR 

>gi_72323_pir KNNT2S glycine-rich protein 2 - wood tobacco 

>gi_19743_ert±)_CAA42622_ {X60007) nsGRP-2 [Nicotiana 
sylvestris] 

297380 

LIB3137-035-Q1-K1-D11 

BLASTX 

g2921304 

328 

8.0e-31 

91 

77 

(AF033496) herbicide safener binding protein [Zea mays] 
297381 

LIB3137-035-Q1-K1-D8 

BLASTX 

g3080439 

161 

5.0e-ll 

54 

57 

{AL022605) putative protein [Arabidopsis thaliana] 
297382 

LIB3137-035-Q1-K1-E4 

BLASTN 

g2655030 

241 

l.Oe-133 
269 
97 

Zea mays starch synthase isoforra zSTSII-2 
complete cds 



(zSSIIb) mRNA, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



297383 

LIB3137-035-Q1-K1-F6 

BLASTX 

gl34598 

446 

2.0e-44 
84 



41706 




% identity 


98 


NCBI Description 


SUPEROXIDE DISMUTASE-4AP (CU-ZN) 


Seq. No. 


297384 


Seq. ID 


LIB3137-035-Q1-K1-H2 


Mpt hod 


BLASTX 


NCBI GI 


g3128206 


BLAST score 


423 


E value 


8.0e-42 


Match length 


108 


% identity 


70 


NCBI Description 


(AC004077) unknown protein [Arabidopsis thaliana] 


Seq. No. 


297385 


Seq. ID 


LIB3137-035-Q1-K1-H3 




BLASTX 


NCBI GI 


g2431769 


BLAST score 


178 


E value 


3.0e-13 


Match length 


68 


% identity 


59 


NCBI Description 


{U62752) acidic ribosomal protein Pla [Zea mays] 


Seq. No. 


297386 


Seq. ID 


LIB3137-035-Q1-K1-H5 


Mpt hod 


BLASTX 


NCBI GI 


g2425066 


BLAST score 


155 


K v^^liiP 


4.0e-15 


M^i'hr'h 1 pncith 


73 




66 


NCBI Description 


(AFG19147) cysteine proteinase Mir3 [Zea mays] 


Seq. No. 


297387 


Seq. ID 


LIB3137-035-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


gl498597 


BLAST score 


228 


TT 1 ne 

JJJ V J- 


4 . Oe-19 


M;^1~ph 1 pncrth 


75 




64 


NCBI Description 


(U66105) phospholipid transfer protein [Zea mays] 


Sea. No. 


297388 


Seq. ID 


LIB3137-036-Q1-K1-A11 


Mpt hnd 


BLASTX 


NCBI GI 


g2244749 


BLAST score 


395 


T*! "^7^ 1 1 1 P 
Hi V Ct. J_ Lie 


2. Oe-38 


Mpitrh 1 pncfth 


107 


3; -1 Hpn 1 1 t V 


70 


NCBI Description 


(Z97335) hydroxymethyltransf erase [Arabidopsis thaliana 


Seq. No. 


297389 


Seq. ID 


LIB3137-036-Q1-K1-B11 


Method 


BLASTN 


NCBI GI 


g3452297 



41707 




BLAST score 


57 


E value 


3.0e-23 


Match length 


138 


% identity 


88 


NCBI Description 


Zea mays 



retrotransposon Ji-4 5' 




LTR, partial sequence 



beq. iNO . 




beq. iu 












DhFio L score 




111 Vo-XUc 




ixiatcn j.engr.n 




% identity 


36 


NCBI Description 


(D90915) hypothetical protein [Synechocysti; 


beq. JMO . 


z z? / J ± 


Seq. ID 


JjXdOX J / UOD Se;X Ja± o±U 


Method 


JDlxfiO 1 A 


NCBI GI 


gio4oyo 


BLAST score 


zU / 


E value 


1 n^a— 1 


Match length 


Dfl 


% identity 




NCBI Description 


bUriliKUAXUilj UXbFiU i AbJli— 4iiir ^UU iilN; 


Seq. No. 


297392 


Seq. ID 


XiXboXo / — UJo— yj- -i^-L J^J-X 


Method 


BLAb i A 


NCBI GI 


g4 0-33 / 4 0 


BLAST score 


Z X4 


E value 


o Ho— 1 7 

o . ue X / 


Match length 


lie: 
X XO 


9- 1 4" T T T 

^ iaent±Ly 


49 


iNUriX uescripx-xoii 


^apnn^9fi4^ -nni-^^l-i hvHTnl p«=!P^ fpontains an 




esterase/lipase/thioesterase active site se 




(prosite: PS50187) [Arabidopsis thaliana] 


beq. NO. 


Z / J O 


Seq. ID 


XjXdoxj / — uoo yx— dlX dz 


Metnoa 


JDXjiio i A 


NCBI GI 


g4 / ^7 JO D 


BLAST score 


XDU 


E value 


o . ue XZ 


Match length 






63 


NCBI Description 


isocitrate dehydrogenase - soybean 


Seq. No. 


297394 


Seq. ID 


LIB3137-038-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g2499608 


BLAST score 


260 


E value 


2.0e-27 


Match length 


105 


% identity 


64 


NCBI Description 


MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG 4 



(MAP KINASE 4) 



41708 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



(ATMPK4) >gi_2129645_pir S40470 mitogen-activated protein 

kinase 4 (EC 2.7.1,-) - Arabidopsis thaliana 

>gi 457400_dbj_BAA04867_ (D21840) MAP kinase [Arabidopsis 

thaliana] 

297395 

LIB3137-038-Q1-K1-D3 

BLASTX 

gl655637 

166 

l.Oe-11 

82 
48 

{Z5417 9) orf [Mus musculus] 
297396 

LIB3137-038-Q1-K1-E1 

BLASTN 

g2668739 

96 

2.0e-46 

180 

88 

Zea mays translation initiation factor G0S2 (TIF) mRNA, 
complete cds 

297397 

LIB3137-038-Q1-K1-E2 

BLASTX 

gl086833 

144 

5.0e-09 

96 

31 

(U41264) coded for by C. elegans cDNA CEESN26F; coded for 
by C. elegans cDNA CEESI89F; similar to 60S acidic 
ribosomal protein Po (LIO) [Caenorhabditis elegans] 

297398 

LIB3137-038-Q1-K1-G10 

BLASTX 

gl203832 

176 

6.0e-13 

98 
41 

(U46003) beta-D-glucan exohydrolase, isoenzyme ExoII 

[Hordeum vulgare] >gi_15884 07_prf 2208395A beta-D-glucan 

exohydrolase [Hordeum vulgare] 

297399 

LIB3137-038-Q1-K1-G6 

BLASTN 

gl8963 

219 

l.Oe-120 
246 



41709 



% identity 

NCBI Description 

Seq. No* 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

Z.mays mRNA for dehydrin {dhn3) 
297400 

LIB3137-038-Q1-K1-H11 

BLASTX 

g2293566 

386 

2.0e-37 

109 

72 

(AF012896) ADP-ribosylation factor 1 
297401 

LIB3137-039-Q1-K1-C8 

BLASTX 

g2984709 

278 

9.0e-25 

78 
74 

(AF053468) DnaJ-related protein ZMDJl 



297402 

LIB3137-039-Q1-K1-D4 

BLASTX 

g4337179 

188 

3.0e-14 

54 

63 

(AC006416) This gene is continued 
T12M14. [Arabidopsis thaliana] 



[Oryza sativa] 



[Zea mays] 



on the 5' end of BAC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297403 

LIB3137-040-Q1-K1-A11 

BLASTN 

g2921303 

207 

l.Oe-113 

309 
100 

Zea mays herbicide safener binding protein 
complete cds 

297404 

LIB3137-040-Q1-K1-A8 

BLASTX 

g2623307 

403 

3.0e-39 
97 
73 

(AC002409) 
thaliana] 



(SBPl) mRNA, 



putative ubiquitin protease [Arabidopsis 



Seq. No. 



297405 



41710 




Seq. ID 


LIB3137-040-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


gl403675 


BLAST score 


493 


E value 


7.0e-50 


Match length 


136 


% identity 


74 


NCBI Description 


(U41323) beta-l,3-glucanase [Glycine max] 


Seq. No. 


297406 


Seq. ID 


LIB3137-040-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g585963 


BLAST score 


260 


E value 


l.Oe-22 


Match length 


69 


% identity 


77 


NCBI Description 


PROTEIN TRANSPORT PROTEIN SEC61 GAMMA SUBUNIT 


Seq. No. 


297407 


Seq. ID 


LIB3137-040-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g3337356 


BLAST score 


206 


E value 


2.0e-16 


Match length 


71 


% identity 


56 


NCRT DescriDtion 


{AC004481) putative protein transport protein 




subunit [Arabidopsis thaliana] 


Sea No 


297408 


Seq. ID 


LIB3137-040-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


154 


E value 


4.0e-21 


Match lenath 


115 


& i Hpnt it V 


57 


NCBI Description 


(U70866) polyprotein [Bean pod mottle virus] 


Qprr No . 

kj C . V,/ . 


297409 


Seq. ID 


LIB3137-040-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


265 


E value 


2.0e-23 


Match length 


92 


% identity 


61 


NCBI Description 


(U70866) polyprotein [Bean pod mottle virus] 


Qcirr No 


297410 


Seq. ID 


LIB3137-040-Q1-K1-C8 


Method 


BLASTN 


NCBI GI 


g2773153 


BLAST score 


99 


E value 


3.0e-48 


Match length 


219 



41711 



% identity 

NCBI Description 



86 

Oryza sativa abscisic acid- 
(Asrl) rtiRNA, complete cds 



and stress-inducible protein 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



297411 

LIB3137-040-Q1-K1-F11 

BLASTX 

g2239083 

166 

2.0e-ll 

108 
40 

(Z84383) anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] >gi_2239087_einb__CAB06429_ (Z84385) 
anthranilate N-hydroxycinnamoyl/benzoyltransf erase 
[Dianthus caryophyllus] 

297412 

LIB3137-040-Q1-K1-G12 

BLASTX 

g541943 

202 

9.0e-16 

39 

90 

metallothionein - soybean >gi__228 682_prf 1808316A 

metallothionein-like protein [Glycine max] 

297413 

LIB3137-040-Q1-K1-H10 

BLASTX 

g4262183 

158 

9.0e-ll 

61 

51 

{AC005508) 51434 [Arabidopsis thaliana] 
297414 

LIB3137-041-Q1-K1-C2 

BLASTX 

g2829912 

222 

3.0e-18 

57 

74 

(AC002291) Similar ATP-dependent RNA Helicase [Arabidopsis 
thaliana] 

297415 

LIB3137-041-Q1-K1-C5 

BLASTX 

g40Q8159 

274 

3.0e-24 

70 

76 
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NCBI Description (AB015601) DnaJ homolog [Saiix gilgiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297416 

LIB3137-041-Q1-K1-C9 

BLASTX 

g4325282 

186 

3.0e-14 

69 

52 

(AF123310) NAC domain protein NAM [Arabidopsis thaliana] 
>gi_4325286_gb_AAD17314_ {AF123311) NAC domain protein NAM 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297417 

LIB3137-041-Q1-K1-D12 

BLASTX 

gl524115 

285 

l.Oe-25 

111 

49 

(X95270) subtilisin-like endoprotease 
esculentum] >gi_4200334_emb_CAA7 6724_ 
[Lycopersicon esculentum] 



[Lycopersicon 
(Y17275) P69A protein 



Seq. No. 


297418 


Seq. ID 


LIB3137-041-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g2655888 


BLAST score 


268 


E value 


9.0e-24 


Match length 


94 


% identity 


50 


NCBI Description 


(AL009171) 62D9.a [Drosoph 


Seq. No. 


297419 ^ 


Seq. ID 


LIB3137-041-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


gl708236 


BLAST score 


259 


E value 


1 ,06-22 


Match length 


65 


% identity 


75 


NCBI Description 


HYDROXYMETHYLGLUTARYL-COA 



{3-HYDROXY-3-METHYLGLUTARYL COENZYME A SYNTHASE) 

>gi_2129617__pir JC4567 hydroxymethylglutaryl-CoA synthase 

(EC 4.1.3.5) - Arabidopsis thaliana 
>gi_1143390_emb_CAA58763_ {X83882) 

hydroxymethylglutaryl-CoA synthase [Arabidopsis thaliana] 

>gi_1586548_prf 2204245A hydroxy methylglutaryl CoA 

synthase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



297420 

LIB3137-G42-Q1-K1-H10 

BLASTX 

g626042 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



394 

2.0e-38 

97 

80 

beta-glucosidase, root meristem (EC 3.2.1.-) precursor - 
maize >gi_435313_einb_CAA52293_ {X74217) beta-glucosidase 
[2ea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297421 

LIB3137-043-Q1-K1-C10 

BLASTX 

gll5771 

530 

3.0e-54 

117 

86 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ {X14794) chlorophyll a/b-binding 
preprotein {AA 1 - 262) [Zea mays] 



Seq* No. 




oeq. ±u 


jjlDOX J / U*±0 \i± C\.± UO 


Method 




NCBI GI 


goi /duu 


BLAST score 


144 


E value 


l.Oe-10 


Matcn length 


by 




71 


NCBI Description 


(M87435) precursor of the oxygen evolving complex 17 kDa 




protein [Zea mays] >gi_444338_prf 1906386A photosystem II 




0E17 protein [Pisum sativum] 


Seq. No. 


297423 


Seq. ID 


LIB3137-043-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


gl619300 


BLAST score 


170 


E value 


3.0e-12 


Match length 


74 


% identity 


51 


NCBI Description 


{X95269) LRR protein [Lycopersicon esculentum] 


Seq. No. 


297424 


Seq. ID 


LIB3137-043-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


g3403236 


BLAST score 


382 


E value 


6,0e-37 


Match length 


128 


% identity 


58 


NCBI Description 


(AF071544) ribulose-1, 5-bisphosphate carboxylase/oxygenase 




small subunit N-methyltransf erase I [Spinacia oleracea] 


Seq. No. 


297425 


Seq. ID 


LIB3137-043-Q1-K1-F4 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4336747 

322 

8.0e-30 

130 

55 

(AF104924) unconventional myosin heavy chain [Zea mays] 
297426 

LIB3137-043-Q1-K1-F5 

BLASTX 

g4584548 

430 

4.0e-43 

104 
83 

{AL049608) putative protein [Arabidopsis thaliana] 
297427 

LIB3137-044-Q1-K1-B7 

BLASTN 

gl518674 

193 

l.Oe-104 

264 

93 

Zea mays beta;7D-glucosidase (glul) gene, intron 10 
transposon 2, complete sequence 



Seq. No. 


297428 


Seq. ID 


LIB3137-044-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 


349 


E value 


3.0e-33 


Match length 


81 


% identity 


85 


NCBI Description 


(AF034945) glycine-rich 


Seq. No. 


297429 


Seq. ID 


LIB3137-044-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl00918 


BLAST score 


219 


E value 


6.0e-18 


Match length 


80 


% identity 


57 


NCBI Description 


RAB-17 protein - maize 



protein=substrate for casein kinase 2 [Zea mays L.=maize, 
line W64 A, Peptide, 168 aa] 

Seq, No. 297430 

Seq. ID LIB3137-044-Q1-K1-D7 

Method BLASTX 

NCBI GI g2109457 

BLAST score 152 

E value 4.0e-10 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



94 
47 

{AF001501) chitinase [Oryza sativa] 



297431 

LIB3137-044-Q1-K1-D9 

BLASTX 

g481031 

148 

7.0e-10 

45 

60 

transcription factor SF3 



- common sunflower 



S374 96 ribosomal 



297432 

LIB3137-044-Q1-K1-E9 
BLASTX 
g464707 
186 

4.0e-14 

76 
51 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir__ 
protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273_ {Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ {Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb__Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

297433 

LIB3137-044-Q1-K1-F1 

BLASTX 

g3647355 

314 

6.0e-29 

115 

54 

(Z97348) predicted using hexExon; MAL3P1.12 (PFCOlSOw) , 
Human hypothetical protein KIAA024 9-related protein len: 
1160 aa; Similarity to 2 human and an yeast hypothetical 
gene. Human hypothetical protein KIAA02 4 9 (SW: Y249_HUMA 

297434 

LIB3137-044-Q1-K1-H5 

BLASTX 

g2827709 

235 

5.0e-20 
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Match length 


85 


% identity 




NCBI Description 


(AL021684) predicted protein 


Spa No 


297435 


Seq. ID 


LIB3137-045-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g3549681 


BLAST score 


334 


E value 


3.0e-31 


Match length 


140 


% identity 


46 


NCBI Description 


(AL031394) male sterility 2-. 




thaliana] 


Sea. No. 


297436 


Seq* ID 


LIB3137-045-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g3080427 


BLAST score 


206 


E value 


3.0e-16 


Match length 


102 


% identity 


45 


NCBI Description 


(AL022604) putative protein 


C • LNkJ • 


297437 


Seq. ID 


LIB3137-045-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g2109457 


BLAST score 


385 


E value 


4.0e-37 


Match lenath 


115 




66 


NCBI Description 


(AF001501) chitinase [Oryza i 


Sea No 


297438 


Seq. ID 


LIB3137-045-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


g464987 


BLAST score 


204 


E value 


3.0e-16 


Match length 


57 


% identity 


70 


NCBI Description 


UBIQUITIN-CONJUGATING ENZYME 



like protein [Arabidopsis 



LIGASE 10) (UBIQUITIN CARRIER PROTEIN 10) 

>gi_421858_pir S32672 ubiquitin — protein ligase (EC 

6.3,2.19) UBCIO - Arabidopsis thaliana 

>gi_297878_emb_CAA78715_ (Z14991) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi_349213 (L00640) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 



297439 

LIB3137-047-Q1-K1-C7 

BLASTX 

g2668742 

431 

l.Oe-42 
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Match length 

% identity 

NCBI Description 

Seq, No* 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



86 
99 

(AF034945) 



glycine-rich RNA binding protein [Zea mays] 



297440 

LIB3137-047-Q1-K1-F4 

BLASTX 

g477226 

448 

6.0e-45 

87 
97 

heat shock protein HSP82 - maize >gi_300083_bbs_130886 
(S59780) HSP82=82 kda heat shock protein [Zea mays, 
seedling, leaves. Peptide, 715 aa] [Zea mays] 

297441 

LIB3137-047-Q1-K1-H3 

BLASTX 

g4539423 

432 

7.0e-43 

112 

73 

(AL04 9171) pyrophosphate-dependent phosphof ructo-l-kinase 
[Arabidopsis thaliana] 

297442 

LIB3137-047-Q1-K1-H6 

BLASTN 

g2921303 

195 

l.Oe-106 

283 
93 

Zea mays herbicide safener binding protein (SBPl) mRNA, 
complete cds 

297443 

LIB3137-049-Q1-K1-A11 

BLASTX 

g3551954 

172 

2.0e-12 

93 

40 

(AF082030) senescence-associated protein 5 [Hemerocallis 
hybrid cultivar] 

297444 

LIB3137-04 9-Q1-K1-D2 

BLASTX 

g3024122 

487 

3.0e-49 

121 

79 
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NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) >gi__1778821 
(U82833) S-adenosyl-L-methionine synthetase [Oryza sativa] 

297445 

LIB3137-04 9-Q1-K1-G1 

BLASTX 

g3258635 

158 

l.Oe-10 

112 

30 

(AF041049) 4-couinarate:CoA ligase [Populus tremuloides] 



Seq. No. 


297446 


Seq. ID 


LIB3137-04 9-Q1-K1-G3 


Fits LllvJLi. 


BLASTX 


MT'P T P T 


y u / J ^ ■/ 


QT C! T* c/^»^vo 


i U 1 


Hj vaj-Uc 


^ * WC? J. J. 


Marcn xengun 




% identity 


A 1 




Tn(=iTnlTr;^Tif^ a 1 ?^nvl aminooeDtidase (EC 3.4. 




coli 


Seq. No. 


297447 


beq, lu 


T TR^i '^7-nsn-oi -K1 —Rio 


Metnoa 


PT ZiQT^V 
iSljiio i A 




g / z J? o / X 


DLi/ioi score 


991 
z z ± 


E value 


O • zo 


Marcn xengun 


/ 0 




o ^ 




HmTONF H?A >ai 473603 (U08225) histone 


Seq. No. 


297448 


beq. lu 


T ^7— n^H-m -K1 —09 


Mp1"hnfi 


BLASTN 


NCBI GI 


gll77368 


BLAST score 


55 


E value 


2.0e-22 


Match length 


95 


% identity 


89 


NCBI Description 


Z.mays itiRNA for ribosomal protein L39 


Seq. No. 


297449 


Seq. ID 


LIB3137-050-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g2673918 


BLAST score 


198 


E value 


l.Oe-15 


Match length 


57 


% identity 


72 


NCBI Description 


(AC002561) unknwon protein [Arabidopsis 


Seq. No. 


297450 


Seq. ID 


LIB3137-050-Q1-K1-H12 



11.2) - Escherichia 



H2A [Zea mays] 



41719 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g2668742 

421 

2.0e-41 

85 
95 

(AF034 945) glycine-rich RNA binding protein [Zea mays] 



297451 

LIB3137-050-Q1-K1-H7 

BLASTX 

g3414817 

206 

8.0e-21 

95 

57 

(AF064212) globulin-1 



[Zea mays subsp. mays] 



297452 

LIB3137-056-Q1-K1-B9 

BLASTN 

g20266 

54 

l.Oe-21 

82 
91 

O.sativa mRNA for lipoxygenase L-2 
>gi_2171696_dbj_E03480_E03480 cDNA encoding rice 
lipoxygenase L-3 

297453 

LIB3137-056-Q1-K1-D10 

BLASTX 

g3702351 

242 

2.0e-20 

95 
49 

(AC005397) putative desiccation protectant protein 
[Arabidopsis thaliana] 

297454 

LIB3137-057-Q1-K1-A12 

BLASTX 

g4406759 

171 

l.Oe-12 

75 

51 

(AC006836) hypothetical protein [Arabidopsis thaliana] 
297455 

LIB3137-057-Q1-K1-B11 

BLASTX 

g3025299 

152 

7.0e-10 
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Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



122 
30 

HYPOTHETICAL 62.3 KD PROTEIN T29M21.25 >gi_2088 660 
(AF002109) ABCl isolog [Arabidopsis thaliana] 

297456 

LIB3137-057-Q1-K1-F5 

BLASTX 

g2984709 

179 

3.0e-13 

40 

88 

(AF053468) DnaJ-related protein 2MDJ1 [Zea mays] 



297457 

LIB3137-057 

BLASTX 

g2498077 

184 

7.0e-14 

96 

47 

NUCLEOSIDE 
{PP18) >gi 



-Q1-K1-H3 



DIPHOSPHATE KINASE I (NDK I) (NDP KINASE I) 
1777930 (U55019) nucleoside diphosphate kinase 



[Saccharum of f icinarum] 
297458 

LIB3137-058-Q1-K1-B12 

BLASTX 

gl23617 

137 

l.Oe-08 

45 

64 

HEAT SHOCK COGNATE 70 KD PROTEIN 2 >gi_99707_pir JA0170 

heat shock protein 70-2 - Arabidopsis thaliana (fragment) 
>gi__166766 {M23106) heat shock protein HSP70-2 [Arabidopsis 
thaliana] 

297459 

LIB3137-058-Q1-K1-B7 

BLASTX 

g2127458 

210 

l.Oe-16 

118 

37 

abcl protein - Mycobacterium leprae >gi_466965 (U00016) 
abcl; B1937 C3 233 [Mycobacteriiim leprae] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



297460 

LIB3137-058-Q1-K1-D5 

BLASTX 

g3367593 

165 

2.0e-ll 
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Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



54 
52 

(AL031135) putative protein [Arabidopsis thaliana] 
>gi_3805841_einb_CAA21461_ (AL031986) putative protein 
[Arabidopsis thaliana] 

297461 

LIB3137-058-Q1-K1-E12 

BLASTX 

g741983 

221 

3.0e-18 

73 

67 

sucrose synthase: IS0TYPE=2 [Zea mays] 
297462 

LIB3137-058-Q1-K1-E5 

BLASTX 

g4335745 

366 

5.0e-35 

131 
50 

(AC006284) putative hydrolase (contains an 
esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 

297463 

LIB3137-058-Q1-K1-F10 

BLASTX 

gl351136 

150 

5.0e-ll 

62 

66 

SUCROSE SYNTHASE 2 (SUCROSE-UDP GLUCOSYLTRANSFERASE 2) 
>gi_514946 {L22296) UDP-glucose:D-f ructose 
2-glucosyl-transferase [Zea mays] >gi_533252 (L33244) 
sucrose synthase 2 [Zea mays] 

297464 

LIB3137-058-Q1-K1-F4 

BLASTX 

g3047111 

276 

l.Oe-24 

69 
57 

(AF058919) No definition line found [Arabidopsis thaliana] 
297465 

LIB3137-058-Q1-K1-G4 

BLASTX 

g4158230 

218 

4.0e-18 
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Match length 

% identity ^^^^ ^ 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



48 
88 

(Y18625) amylogenin [Triticum aestivum] 
297466 

LIB3137-059-Q1-K1-A1 

BLASTX 

gll69383 

232 

2.0e-23 

63 

85 

DNAJ PROTEIN HOMOLOG ATJ >gi_535588 (L36113) putative 

[Arabidopsis thaliana] >gi_1582356_prf 2118338A AtJ2 

protein [Arabidopsis thaliana] 



297467 

LIB3137-059--Q1-K1-C12 

BLASTX 

g283038 

337 

5.0e-36 

101 

79 

chlorophyll a/b-binding protein (cab-in7) precursor 
>gi_22230_emb_CAA37474_ (X53398) light harvesting 
chlorophyll a /b binding protein [Zea mays] 



- maize 



297468 

LIB3137-059-Q1-K1-D11 

BLASTX 

g710626 

154 

4.0e-10 

68 

49 

(D30719) ERD15 protein [Arabidopsis thaliana] >gi_3241941 
(AC004 625) dehydration-induced protein ERD15 [Arabidopsis 
thaliana] >gi_3894181 (AC005662) ERD15 protein [Arabidopsis 
thaliana] 

297469 

LIB3137-059-Q1-K1-D3 

BLASTN 

g236729 

105 

8.0e-52 

133 

97 

metallothionein homologue [Zea mays, Genomic/mRNA, 1859 nt] 
297470 

LIB3137-059-Q1-K1-F7 

BLASTN 

g4140643 

45 

4.0e-16 
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Match length 97 

% identity 87 . ^ 

NCBI Description Zea mays cosmid II.2E10 22-kDa alpha zem gene cluster, 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297471 

LIB3137-059-Q1-K1-G2 

BLASTX 

gl35411 

401 

4.0e-52 

111 

92 

TUBULIN ALPHA-2 CHAIN >gi_82732_pir S 157 7 2 tubulin alpha- 2 

chain - maize >gi_22148_einb_CAA33733_ (X15704) 
alpha2-tubulin [Zea mays] 

297472 

LIB3137-059-Q1-K1-H11 

BLASTX 

g2494280 

145 

3.0e-09 

59 

47 

ELONGATION FACTOR TS (EF-TS) >gi_1653231_dbj_BAA1814 6_ 
(D90912) elongation factor TS [Synechocystis sp.] 

297473 

LIB3137-059-Q1-K1-H3 

BLASTX 

g2832700 

191 

3.0e-18 

93 

61 

{AL021713) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297474 

LIB3137-060-Q1-K1-E11 

BLASTX 

g3452497 

139 

l.Oe-08 

87 

37 

(Y17796) ketol-acid reductoisomerase [Pisum sativum] 
297475 

LIB3137-060-Q1-K1-F5 

BLASTX 

gl039332 

158 

l,0e-10 

98 

41 

(X86101) glutamyl tRNA reductase [Hordeum vulgare] 
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Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297476 

LIB3137-060-Q1-K1-F7 

BLASTX 

gll6380 

208 

2.0e-16 

43 

91 

CHALCONE SYNTHASE C2 (NARINGENIN-CHALCONE SYNTHASE 02) 
>gi 66554 pir SYZMCC naringenin-chaicone synthase (EC 
2.3Tl.74)"c2 ~maize >gi_22218__emb_CAA427 64_ (X60205) 
chalcone synthase [Zea mays] 

297477 

LIB3137-061-Q1-K1-D9 

BLASTX 

g2499614 

195 

l.Oe-15 

49 

82 

MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG NTF3 (P43) 

>gi_481830_pir S39559 mitogen-activated protein kinase 3 

homolog ntf3 - common tobacco >gi_406751_emb_CAA4 9592_ 
(X69971) NTF3 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297478 

LIB3137-061-Q1-K1-E6 

BLASTX 

g548770 

194 

3.0e-25 

108 

61 

60S RIBOSOMAL PROTEIN L3 >gi_481228_pir S38359 rxbosomal 

protein L3 - rice >gi_303853_dbj_BAA02155__ (D12630) 
ribosomal protein L3 [Oryza sativa] 

297479 

LIB3137-061-Q1-K1-E7 

BLASTN 

g3004949 

116 

l.Oe-58 

255 

84 

Zea mays tonoplast intrinsic protein (ZmTIPl) mRNA, 
complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



297480 

LIB3137-061-Q1-K1-F8 

BLASTX 

g2326947 

165 

7.0e-12 
78 
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% identity 4 9 . 

NCBI Description (Z50801) Chlorophyll a/b-binding protein CP29 precursor 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297481 

LIB3137-061-Q1-K1-G12 

BLASTX 

g2979555 

205 

3.0e-16 

85 
44 

(AC003680) unknown protein [Arabidopsis thaliana] 



297482 

LIB3137-061-Q1-K1-H12 

BLASTX 

g4585873 

198 

l.Oe-15 

54 

69 

(AC005850) Putative protein kinase 



[Arabidopsis thaliana] 



297483 

LIB3137-062-Q1-K1-A11 

BLASTX ' 

gl321661 

317 

l.Oe-29 

83 
75 

(D45423) ascorbate peroxidase [Oryza sativa] 
297484 

LIB3137-062-Q1-K1-B3 

BLASTX 

g3914468 

244 

6.0e-21 

89 

55 

26S PROTEASOME REGULATORY SUBUNIT S3 (NUCLEAR ANTIGEN 21D7) 

>gi_478411_pir JQ2257 nuclear antigen 21D7 - carrot 

>gi~217911_dbj_BAA02696_ (D13434) 21D7 antigen [Daucus 
carota] 



Seq. No. 297485 

Seq. ID LIB3137-062-Q1-K1-B6 

Method BLASTX 

NCBI GI g2829688 

BLAST score 164 

E value 2.0e-ll 

Match length 61 

% identity 66 

NCBI Description CYSTEINE SYNTHASE (0-ACETYLSERINE SULFHYDRYLASE) 
(0-ACETYLSERINE (THIOL) -LYASE) (CSASE) 
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>gi 1076798_pir S52738 cysteine synthase ,(EC 4. 2. 99^8) 

precursor - maize >gi_758353_emb_CAA597 98_ (X85803) 
cysteine synthase [Zea mays] 

Seq. No. 297486 

Seq. ID LIB3137-062-Q1-K1-D2 

Method BLASTX 

NCBI GI g3550985 

BLAST score 157 

E value 2.0e-13 

Match length 65 

% identity 66 

NCBI Description (AB010740) OsS5a [Oryza sativa] 

Seq. No. 297487 

Seq. ID LIB3137-062-Q1-K1-D6 

Method BLASTN 

NCBI GI g20248 

BLAST score 38 

E value 5.0e-12 

Match length 106 

% identity 84 

NCBI Description 0. sativa gt-2 gene 

Seq. No. 297488 

Seq. ID LIB3137-062-Q1-K1-E4 

Method BLASTX 

NCBI GI g82696 

BLAST score 253 

E value 5.0e-22 

Match length 60 

% identity 82 

NCBI Description glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 

Seq. No. 297489 

Seq. ID LIB3137-062-Q1-K1-E8 

Method BLASTX 

NCBI GI gl23620 

BLAST score 476 

E value 5.0e-48 

Match length 101 

% identity 94 

NCBI Description HEAT SHOCK COGNATE 70 KD PROTEIN 2 >gi_100224_pir S14950 

heat shock cognate protein 70 - tomato 

>gi_19258_emb_CAA37 971_ (X54030) heat shoclc protein cognate 
70 [Lycopersicon escuientum] 

Seq. No. 297490 

Seq. ID LIB3137-062-Q1-K1-E9 

Method BLASTX 

NCBI GI g4587611 

BLAST score 337 

E value 7.0e-32 

Match length 91 

% identity 75 

NCBI Description {AC006951) putative 40S ribosomal protein S17 [Arabidopsis 
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thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297491 

LIB3137-062-Q1-K1-F11 

BLASTX 

gll2994 

270 

3.0e-24 

63 

86 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir SO 4 53 6 embryonic abundant protein^ 

glycine-rich - maize >gi_22313_einb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [2ea 

mays] 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



297492 

LIB3137-062-Q1-K1-F2 

BLASTX 

g3915826 

239 

2.0e-20 

65 
74 



NCBI Description 60S RIBOSOMAL PROTEIN L5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297493 

LIB3137-062-Q1-K1-G6 

BLASTX 

g3719211 

195 

2.0e-15 

51 

75 

(U97021) {JIP2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297494 

LIB3150-001-Q1-N1-B2 

BLASTX 

g4454032 

222 

4.0e-18 

137 
34 

(AL035394) putative protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID ^ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297495 

LIB3150-001-Q1-N1-C2 

BLASTX 

g4584548 

199 

2.0e-15 

62 
61 

{AL049608) putative protein [Arabidopsis thaliana] 
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Sea No 


297^96 


Seq. ID 


LIB3i50-001-Ql-Nl-D7 


Method 


BLASTX 


NCBI GI 


gll84776 


BLAST score 


633 


E value 


2.0e-66 


Match length 


135 


% identity 


90 


NPBT Dpscn'iDtion 


(U45857) cytosolic glyceroldehyde-3-phosphate 




GAPC4 [ Zea mays ] 


kj} <^ « LN W • 


297497 


Seq, ID 


LIB3150-001-Q1-N1-E3 


Method 


BLASTX 


NCBI GI 


g4079800 


BLAST score 


251 


E value 


7.0e-24 


Match length 


87 


% identity 


75 


NCBI Descriotion 


{AF052503) S-phase-specif ic ribosoitial protein 




sativa] 


Sea. No. 


297498 


Seq. ID 


LIB3150-001-Q1-N1-E5 


|S/Tp-|- VioH 


BLASTX 


NCBI GI 


gl321661 


BLAST score 


164 


F. \7Pi 1 n p 


2. Oe-11 




82 




4ft 
*± o 


NCRT Dp «5r''r'LD+' ion 


fD454231 ascorbate oeroxidase fOrvza satival 


^ « LN ^ • 


297499 


Sea ID 


LIB3150-001-O1-N1-F10 






NCBI GI 


gll84776 


BLAST score 


370 


E value 


l,0e-35 


Ma1~phi 1 pna1~h 


85 


% "i dPTit i t V 

o Vkrfi ^ X X JL» y 


86 


NPRT Dp*5PTi r>t* ion 


fn4S8S7^ ovto^^olir alvcPToldehvde— 3— nhosohate 




GAPC4 rZea mavsl 

>UIX^^ 1^ u W CX XLLCX y h-P J 


Sea. No. 


297500 


Seq. ID 


LIB3150-001-Q1-N1-G3 


Method 


BLASTX 


NCBI GI 


g4522007 


BLAST score 


256 


TP TTO 1 IIP 


4 Op-22 




66 




/ u 


NCBI Description 


(AC007069) unknown protein [Arabidopsis thali^ 


Seq. No. 


297501 


Seq. ID 


LIB3150-001-Q1-N1-H1 


Method 


BLASTX 


NCBI GI 


gl23549 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 



227 

3.0e-19 

53 

85 

17.5 KD CLASS II HEAT SHOCK PROTEIN >gi_100885_pir S14998 

heat shock protein, 18K - maize >gi_22339_eicib__CAA38013_ 
(X54076) 18kDa heat shock protein [2ea mays] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297502 

LIB3150-002-Q1-N1-C10 

BLASTX 

g462234 

243 

6.0e-21 

63 

81 

HISTONE H2A >gi_419741 j)ir S30155 histone H2A - Norway 

spruce >gi_297871_emb_CAA48030_ (X67819) histone H2A [Picea 
abies] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297503 

LIB3150-002-Q1-N1-D12 

BLASTX 

g4519539 

150 

5.0e-10 

53 

58 

(AB016256) 
domestical 



NAD-dependent sorbitol dehydrogenase [Malus 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297504 

LIB3150-002-Q1-N1-D2 

BLASTX 

g4049534 

266 

l.Oe-23 

69 

68 

(AL034564) 40s ribosomal protein [Schizosaccharomyces 
pombe] >gi_4481957_emb_CAB38515.1_ (AL035637) ribosomal 
protein si±>unit sl8. [Schizosaccharomyces pombe] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297505 

LIB3150-002-Q1-N1-D7 

BLASTX 

g3452497 

223 

l.Oe-18 

64 
67 

(Y17796) ketol-acid reductoisomerase [Pisum sativum] 



Seq. No. 
Seq, ID 
Method 
NCBI GI 



297506 

LIB3150-002-Q1-N1-E1 

BLASTX 

g480450 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



425 

6.0e-42 

114 

77 

ketol-acid reductoisomerase (EC 1.1.1.86) - Arabidopsis 
thaliana >gi_402552_einb_CAA49506_ (X69880) ketol-acid 
reductoisomerase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297507 

LIB3150-002-Q1-N1-E2 

BLASTX 

g4079809 

180 

2.0e-13 

114 

5 

(AF071172) HERC2 [Homo sapiens] 
297508 

LIB3150-002-Q1-N1-G5 

BLASTX 

g3892056 

241 

l.Oe-20 

62 

76 

(AC002330) putative vacuolar ATPase [Arabidopsis thaliana] 
297509 

LIB3150-002-Q1-N1-H2 

BLASTX 

g2811031 

155 

5.0e-12 

112 

41 

BETAINE-ALDEHYDE DEHYDROGENASE PRECURSOR (BADH) 
>gi_2109299_gb_AAB58165.1_ {AF000132) betaine aldehyde 
dehydrogenase [Amaranthus hypochondriacus] 

297510 

LIB3150-003-Q1-N1-C1 

BLASTX 

g3236242 

205 

l.Oe-16 

72 

64 

(AC004 684) putative ribosomal protein L36 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



297511 

LIB3150-003-Q1-N1-D2 

BLASTX 

gll8104 

290 

l.Oe-26 
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Match length 


74 


% identity 


77 


NCBI Description 


PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 




(CYCLOPHILINj (CYCLOSPORIN A-BINDING PROTEIN; 




>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5*2.1.8 




maize >gi 168461 (M55021) cyclophilin [Zea mays] 




>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 


Seq. No. 


297512 


Seq, ID 


LIB3150-003-Q1-N1-D6 


Method 


BLASTX 


NCBI GI 


g3805954 


BLAST score 


207 


E value 


2 . Oe-16 


Match length 


72 


% identity 


53 


NCBI Description 


(Y10414) stress protein [Rhizopus stolonifer] 


Seq. No, 


297513 


Seq. ID 


LIB3150-003-Q1-N1-E4 


Method 


BLASTN 


NCBI GI 


g22119 


BLAST score 


43 


E value 


5.0e-15 


Match length 


66 


% identity 


91 


NCBI Description 


Maize Adhl-F m.RNA for alcohol dehydrogenase 


Seq. No. 


297514 


Seq. ID 


LIB3150--003-Q1-N1-E6 


Method 


BLASTX 


NCBI GI 


g26634 6 


BLAST score 


198 


E value 


5.0e-22 


Match length 


91 


% identity 


67 


NCBI Description 


KETOL-ACID REDUCTOISOMERASE PRECURSOR (ACETOHYDROXY-ACID 



REDUCTOISOMERASE) (ALPHA-KETO-BETA-HYDROXYLACIL 

REDUCTOISOMERASE) >gi_81509_pir S17180 ketol-acid 

reductoisomerase (EC 1.1.1.86) precursor - spinach 
>gi_21234_emb_CAA40356_ {X57073) ketol-acid 
reductoisomerase [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297515 

LIB3150-004-Q1-N1-A7 

BLASTX 

g548851 

224 

2.0e-18 

62 

73 

40S RIBOSOMAL PROTEIN S20 >gi_481226_pir S38356 ribosomal 

protein S20 - rice >gi_391875_dbj_BAA02157_ {D12632) 40S 
subunit ribosomal protein [Oryza sativa] 



Seq. No. 
Seq. ID 



297516 

LIB3150-004-Q1-N1-B1 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll9355 

170 

2.0e-12 

61 

59 

ENOLASE 1 {2-PHOSPHOGLYCERATE DEHYDRATASE 1) 
{2-PHOSPHO-D-GLYCERATE HYDRO-LYASE 1) 

>gi 100869__pir S16257 phosphopyruvate hydratase (EC 

4.271.11) - maize >gi_22273_emb_CAA394 54_ {X55981) enolase 
[Zea mays] 

297517 

LIB3150-004-Q1-N1-B2 

BLASTX 

g2499932 

296 

7.0e-27 

111 

59 

ADENINE PHOSPHORIBOSYLTRANSFERASE 1 (APRT) >gi_726305 
(U22442) adenine phosphoribosyltransf erase form 1 [Triticum 
aestivum] 

297518 

LIB3150-004-Q1-N1-B3 

BLASTX 

g2499932 

345 

l.Oe-32 

113 

60 

ADENINE PHOSPHORIBOSYLTRANSFERASE 1 (APRT) >gi_726305 
{U22442) adenine phosphoribosyltransf erase form 1 [Triticum 
aestivum] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297519 

LIB3150-004-Q1-N1-B5 

BLASTX 

gll2994 

258 

9.0e-29 

87 

79 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID- INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



297520 

LIB3150-004-Q1-N1-C4 

BLASTX 

g560150 

152 

7.0e-10 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 
38 

{X74772) 



SF16 protein [Helianthus annuus] 



297521 

LIB3150-004-Q1-N1-D4 

BLASTX 

g4191778 

265 

4.0e-23 

75 

72 

(AC005917) putative nucleosome assembly protein I 
[Arabidopsis thaliana] 

297522 

LIB3150-004-Q1-N1-F9 

BLASTN 

g21796 

33 

3.0e-09 

65 

88 

Wheat histone H3 gene 
297523 

LIB3150-005-Q1-N1-A1 

BLASTX 

gll68811 

506 

2.0e-51 

113 

85 

CELL DIVISION CONTROL PROTEIN 2 HOMOLOG B 

>gi_282864_pir S23096 protein kinase (EC 2.7.1.37) cdc2 

homolog B - Arabidopsis thaliana >gi_217851_dbj_BAA01624_ 
(D10851) p32 protein serine/threonine kinase-related 
protein [Arabidopsis thaliana] 



Seq. No. 


297524 


Seq. ID 


LIB3150- 


Method 


BLASTX 


NCBI GI 


g4588906 


BLAST score 


175 


E value 


8.0e-13 


Match length 


50 


% identity 


72 


NCBI Description 


{AF11814 


Seq. No. 


297525 


Seq. ID 


LIB3150- 


Method 


BLASTX 


NCBI GI 


gl575130 


BLAST score 


161 


E value 


4.0e-ll 


Match length 


47 


% identity 


72 



ribosomal protein S7 [Secale cereale] 
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# 



NCBI Description {U58209) lumenal binding protein cBiPe3 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297526 

LIB3150-005-Q1-N1-D5 

BLASTX 

gl561577 

233 

l.Oe-19 

77 

61 

(Y08252) spermine synthase 1 [Datura stramonium] 
297527 

LIB3150-005-Q1-N1-D7 

BLASTX 

g4467096 

217 

l.Oe-17 

121 
43 

(AL035538) putative protein [Arabidopsis thaliana] 
297528 

LIB3150-005-Q1-N1-E11 

BLASTX 

g4056494 

235 

8.0e-20 

108 

66 

{AC005896) putative protein translocase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297529 

LIB3150-005-Q1-N1-E3 

BLASTX 

g629843 

268 

l.Oe-23 

75 

68 

heat shock protein hsp70-4 - maize (fragment) 
>gi_498773_emb_CAA55183_ (X78414) heat shock protein 70 
[Zea mays] 



kDa 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297530 

LIB3150-005-Q1-N1-H6 

BLASTX 

gll9355 

194 

4.0e-15 

77 

56 

ENOLASE 1 (2-PHOSPHOGLYCERATE DEHYDRATASE 1) 
{2-PHOSPHO-D-GLYCERATE HYDRO-LYASE 1) 

>gi 100869_pir S16257 phosphopyruvate hydratase (EC 

4,2.1.11) - maize >gi_22273_emb_CAA39454__ (X55981) enolase 
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[Zea mays] 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297531 

LIB3150-006-Q1-N1-C3 

BLASTX 

g2342685 

236 

4.0e-27 

109 

59 

{AC000106) Contains similarity to Rhodococcus amidase 
(gb_D16207). ESTs gb_T20504 , gb_H36650, gb__N97423, gb_H36595 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297532 

LIB3150-006-Q1-N1-D7 

BLASTX 

g4406816 

394 

2.0e-38 

113 

72 

(AC006201) 60S ribosomal protein L2 [Arabidopsis thaliana] 
297533 

LIB3150-006-Q1-N1-E1 

BLASTN 

gll84775 

77 

l.Oe-35 

97 

95 

Zea mays glyceraldehyde-3-phosphate dehydrogenase GAPC4 
(gpc4) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297534 

LIB3150-006-Q1-N1-F6 

BLASTN 

gl658192 

67 

3.0e-29 

255 

82 

Sorghum bicolor obtusifoliol 14-alpha demethylase CYP51 
{CyP51) mRNA, complete cds 

297535 

LIB3150-006-Q1-N1-G8 

BLASTX 

g2493147 

363 

l.Oe-34 

87 

84 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT >gi_857574 
(U27098) H+-ATPase [Oryza sativa] 
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Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297536 

LIB3150-007-Q1-N1-B11 

BLASTX 

g4586588 

336 

l.Oe-31 

102 

69 

{AB024998) translation elongation factor [Cicer arietinum] 
297537 

LIB3150-007-Q1-N1-D3 

BLASTX 

gl350783 

236 

5.0e-20 

91 

30 

RECEPTOR-LIKE PROTEIN KINASE 5 PRECURSOR 

>gi_282883_pir S27756 receptor-like protein kinase 

precursor - Arabidopsis thaliana >gi_166850 (M84 660) 
receptor-like protein kinase [Arabidopsis thaliana] 
>gi_2842492_einb_CAA16889_ (AL021749) receptor-like protein 
kinase 5 precursor (RLK5) [Arabidopsis thaliana] 

297538 

LIB3150-007-Q1-N1-H2 

BLASTX 

gl35398 

485 

5.0e-49 

90 

99 

TUBULIN ALPHA-1 CHAIN >gi_82731_pir S15773 tubulin alpha-1 

chain - maize >gi_22147_einb_CAA33734_ (X15704) 
alphal-tubulin [Zea mays] 

297539 

LIB3150-008-Q1-N1-B10 

BLASTX 

g3334320 

456 

l.Oe-45 

92 

97 

40S RIBOSOMAL PROTEIN SA (P40) >gi_2444420 (AF020553) 
ribosome-associated protein p40 [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297540 

LIB3150-008-Q1-N1-D1 

BLASTX 

g3201541 

208 

l.Oe-32 

74 

89 

{AJ005077) TCTR2 protein [Lycopersicon esculentumi 



41737 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297541 

LIB3150-008-Q1-N1-D12 

BLASTX 

g2583129 

264 

6.0e-23 

72 
64 

{AC002387) putative methionine aminopeptidase [Arabidopsis 
thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297542 

LIB3150-008-Q1-N1-D7 

BLASTX 

gl841502 

219 

6.0e-18 

81 

58 

(Y11029) glutothione-dependent formaldehyde dehydrogenase 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST- score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297543 

LIB3150-008-Q1-N1-G9 

BLASTX 

g4206112 

185 

2.0e-14 

49 

76 

(AF097 662) alpha tubulin [Mesembryanthemum crystallinum] 



297544 

LIB3150-009-Q1-N1-A9 

BLASTN 

gl68675 

85 

5.0e-40 

117 

93 

Maize mutant zein (zEl9) 



gene, complete cds 



297545 

LIB3150-009-Q1-N1-B8 

BLASTX 

g231683 

229 

4.0e-19 

81 

62 

CALNEXIN HOMOLOG PRECURSOR >gi_421825_pir JN0597 

calnexin-like protein - Arabidopsis thaliana 
>gi_16211__emb_CAA79144_ (Z18242) calnexin homolog 
[Arabidopsis thaliana] 



Seq, No. 



297546 
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# 



Seq. ID 


LIB3150-009-Q1-N1-C10 


Method 


BLASTX 


NCBI GI 


gl68691 


BLAST score 


1 by 


E value 


4.0e-20 


Match length 


106 


% identity 


59 


NCBI Description 


(M29628) zein [Zea mays] 


Seq. No, 


297547 


Seq. ID 


LIB3150-009-Q1-N1-C12 


Method 


BLASTX 


NCBI GI 


gl41617 


BLAST score 


273 


E value 


l.Oe-24 


Match length 


73 


% identity 


67 


NCBI Description 


ZEIN-BETA PRECURSOR (ZEIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



2) (16 KD) (ZEIN ZCl) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

297548 

LIB3150-009-Q1-N1-C5 

BLASTX 

gl41617 

283 

3.0e-25 

105 

52 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZCl) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945__pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

297549 

LIB3150-009-Q1-N1-D1 

BLASTX 

gll8104 

283 

2.0e-25 

74 

76 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_einb_CAA48638_ (X68678} cyclophilin [Zea mays] 

297550 

LIB3150-009-Q1-N1-D10 

BLASTN 

g22514 

35 

3.0e-10 
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Match length 


113 


% identity 


O A 


NCBI Description 


Maize Zci gene tor Ziem zci (14 Ku zem-zj 


Seq, No. 


297551 


beq. iU 


Libo iou-uuy-yi-i>ii"iJiz 


"N^ >-» -t- v. rt. ^ 

Metnou 


BliAblN 


NCBI GI 


gl68425 


BLAST score 


79 


E value 


2 . Oe-oD 


Match length 


267 


% identity 


83 


NCBI Description 


2ea mays brittle-1 protein (btl) iriRNA, complete cds 


Seq. No. 


297552 


oeq. lu 


lilbolJDU-UUy-yi-Nl-Uy 


Method 


BLAST A 




gi 144ZU 


BLAST score 


183 


E value 


l.Oe-13 


Match length 


73 


% identity 


56 


NCBI Description 


ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 



>gi_100882_pir S11491 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain, mitochondrial - maize 
>gi_22173_emb_CAA38140_ (X54233) ATPase Fl subunit protein 
[Zea mays] >gi_897618 (M36087) F-l-ATPase subunit 2 [Zea 
mays] 



Seq. No. 


297553 


Seq. ID 


LIB3150-009-Q1-N1-E1 


Method 


BLASTX 


NCBI GI 


g2286153 


BLAST score 


236 


E value 


4.0e-20 


Match length 


59 


% identity 


81 


NCBI Description 


(AF007581) cytoplasmic malate dehydrogenase 


Seq. No. 


297554 


Seq. ID 


LIB3150-009-Q1-N1-E11 


Method 


BLASTX 


NCBI GI 


gl41603 


BLAST score 


446 


E value 


2.0e-44 


Match length 


110 


% identity 


87 


NCBI Description 


2EIN-ALPHA PRECURSOR (19 KD) [CLONE A20) 



[Zea mays] 



>gi_72311_pir ZIZM2 19K zein precursor (clone A203 - maize 

>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



297555 

LIB3150-009-Q1-N1-E3 

BLASTX 

g3123264 

239 

2.0e-20 
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Match length 

% identity 

NCBI Description 



72 

60S RIBOSOMAL PROTEIN L27 >gi__2244857_emb_CAB10279_ 
{Z97337) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


297556 


Seq. ID 


LIB3150-009-Q1-N1-E5 


Method 


BLASTX 


NCBI GI 


g4185308 


BLAST score 


183 


E value 


l-Oe-13 


Match length 


103 


% identity 


47 


NCBI Description 


(AF090446) 22-kDa alph< 


Seq. No. 


297557 


Seq. ID 


LIB3150-009-Q1-N1-G12 


Method 


BLASTN 


NCBI GI 




BLAST score 


35 


E value 


3.0e-10 


Match length 


75 


% identity 


87 


NCBI Description 


2ea mays mRNA encoding 


Seq. No. 


297558 


Seg. ID 


LIB3150-009-Q1-N1-G9 


Method 


BLASTX 


NCBI GI 


gl41599 


BLAST score 


155 


E value 


2.0e-10 


Match length 


55 


% identity 


58 


NCBI Description 


ZEIN-ALPHA PRECURSOR { 



[Zea mays] 



a zein (clone A20) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



KD) {CLONE 19A2) 

>gi_72316_pir ZIZMA2 19K zein precursor (clone cZ19A2) 

maize (fragment) >gi_l 68670 {M12142) 19 kDa zein protein 
[Zea mays] 

297559 

LIB3150-009-Q1-N1-H10 

BLASTX 

gl41604 

408 

7,0e-40 

116 

76 

2EIN-ALPHA PRECURSOR (19 KD) (CLONE 19C1) 

>gi_72310_pir ZIZM91 19K zein precursor (clone cZ19Cl) 

maize >gi_168678 (M12146} 19 kDa zein protein [Zea mays] 

297560 

LIB3150-009-Q1-N1-H11 

BLASTX 

g82654 

273 

4.0e-24 
77 
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NCBI^Description lOK zein precursor - maize >gi_22541_einb_CAA30409__ (X07535) 
lOkDa zein (AA 1 - 150) [Zea mays] 

Seq. No. 297561 

Seq. ID LIB3150-010-Q1-N1-A5 

Method BLASTN 

NCBI GI g22312 

BLAST score 73 

E value 4.0e-33 

Match length 176 

% identity 86 

NCBI Description Maize ABA- inducible gene for glycine-rich protein ( ABA - 
abscisic acid) 

Seq. No. 297562 

Seq. ID LIB3150-010-Q1-N1-B7 

Method BLASTX 

NCBI GI gll84774 

BLAST score 431 

E value 7,0e-43 

Match length 94 

% identity 89 

NCBI Description {U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 

Seq. No. 297563 

Seq, ID LIB3150-010-Q1-N1-D5 

Method BLASTN 

NCBI GI g22326 

BLAST score 156 

E value l.Oe-82 

Match length 160 

% identity 99 

NCBI Description Z.mays gene for Hageman factor inhibitor 

Seq. No. 297564 

Seq. ID LIB3150-010-Q1-N1-F10 

Method BLASTX 

NCBI GI gl41605 

BLAST score 528 

E value 6.0e-54 

Match length 121 

% identity 88 

NCBI Description ZEIN-ALPHA PRECURSOR {19 KD) {CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) - 

maize >gi_168680 {M12145) 19 kDa zein protein [Zea mays] 

Seq. No. 297565 

Seq. ID LIB3150-010-Q1-N1-G1 

Method BLASTN 

NCBI GI g625147 

BLAST score 123 

E value 6.0e-63 

Match length 231 

% identity 88 

NCBI Description Zea mays protein disulfide isomerase (pdi) mRNA, complete 
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cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297566 

LIB3150-010-Q1-N1-H9 

BLASTX 

g4191782 

185 

7.0e-14 

63 
54 

{AC005917) WD-40 repeat protein [Arabidopsis thaliana] 
297567 

LIB3150-011-Q1-N1-B10 

BLASTX 

g82696 

301 

l.Oe-27 

74 

78 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297568 

LIB3150-011-Q1-N1-B12 

BLASTX 

gll72836 

378 

2.0e-36 

95 

75 

GTP-BINDING NUCLEAR PROTEIN RAN-Bl >gi_496272 (L16787) 
small ras-related protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297569 

LIB3150-012-Q1-N1-A4 

BLASTX 

gll84776 

503 

3.0e-51 

101 

95 

(U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC4 [Zea mays] 

297570 

LIB3150-012-Q1-N1-A5 

BLASTX 

g82696 

178 

l.Oe-13 

39 

87 

glycine-rich protein - maize >gi__222 93_emb_CAA43431_ 
{X61121) glycine-rich protein [Zea mays] 



Seq. No. 



297571 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3150-012-Q1-N1-B11 

BLASTX 

gl31772 

151 

5.0e-10 

67 

55 

40S RIBOSOMAL PROTEIN S14 (CLONE MCHl) 

>gi_82723_pir_A30097 ribosomal protein S14 (clone MCHl) - 
maize 



Seq- No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



297572 

LIB3150-012-Q1-N1-C10 

BLASTX 

g3915465 

204 

4.0e-16 

104 

44 

HYPOTHETICAL GTP-BINDING PROTEIN IN XSEA-HISS INTERGENIC 
REGION >gi 1788858 {AE000337) putative GTP-binding factor 
[Escherichia coli] >gi_1805570_dbj_BAA16397_ (D90880) 
similar to [SwissProt Accession Number P44536] [Escherichia 
coli] 

297573 

LIB3150-012-Q1-N1-D3 

BLASTX 

gll8390 

307 

2.0e-28 

80 

80 

PYRUVATE DECARBOXYLASE ISOZYME 1 (PDC) 

>gi 2144526_j3ir DCZMP pyruvate decarboxylase (EC 4.1.1.1) ^ 

- maize >gi_22395_emb__CAA42120_ (X59546) pyruvate 
decarboxylase [Zea mays] 

297574 

LIB3150-012-Q1-N1-F7 

BLASTX 

gl32736 

161 

3.0e-ll 

69 

49 

60S RIBOSOMAL PROTEIN Ll9 (VEGETATIVE SPECIFIC PROTEIN V14) 
(22 KD CALMODULIN-BINDING PROTEIN) >gi_7 12 66_pir ^R5D09E 

ribosomal protein L19.e - slime mold (Dictyosteli-um 

discoideum) >gi_295737_emb_CAA33443_ (X15383) V14 
[Dictyostelium discoideum] >gi_443591 (L27657) ribosomal 

protein [Dictyostelium discoideum] 

297575 

LIB3150-012-Q1-N1-H6 

BLASTN 

g2431766 
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# 



BLAST score 


46 


E value 


3.0e-17 




98 


"O J.vJ.t!iiU-L (-y 


87 








complete 




297576 




LIB3150-( 


i. Is^ L.1 


BLASTX 


NCBI GI 


gl848210 


BLAST score 


152 




5 . Oe-10 




37 


=5 xaenuiT_y 


PI 


KTPRT n(=c;PTl dI"! on 

L\V_f.LJJ- L/^ O ^.L JL k<r ^ ~1- WiL-L 


(Y11208) 


D e q • iM (J • 


297577 


9^arr TD 


LIB3150- 




BLASTX 


KTPRT f^T 

LN^LjX \J J- 


g3122053 


BLAST score 


176 


E value 


7.0e-13 


Match length 


110 


% identity 


41 


NCBI Description 


ELONGATI 



mRNA, 



(EF-l-ALPHA) 



1-alpha [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297578 

LIB3150-013-Q1-N1-G5 

BLASTN 

g22516 

189 

l.Oe-102 

217 

97 

Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29757 9 

LIB3150-014-Q1-N1-B11 

BLASTX 

g2281647 

148 

l.Oe-09 

36 

75 

{AF003104) AP2 domain containing protein RAP2.11 
[Arabidopsis thaliana] 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



297580 

LIB3150-014-Q1-N1-C2 

BLASTX 

gl658313 

250 

l.Oe-21 
72 
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% identity 62 

NCBI Description (Y08987) osr40g2 [Oryza sativa] 

Seq. No. 297581 

Seq. ID LIB3150-014-Q1-N1-C9 

Method BLASTX 

NCBI GI gll84776 

BLAST score 162 

E value 2.0e-ll 

Match length 48 

% identity 71 , ^ ^ 

NCBI Description {U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenase 

GAPC4 [Zea mays] 

Seq. No. 297582 

Seq, ID LIB3150-014-Q1-N1-D10 

Method BLASTN 

NCBI GI g3747049 

BLAST score 57 

E value l.Oe-23 

Match length 145 

% identity 85 

NCBI Description Zea mays ribosomal protein L26 mRNA, partial cds 

Seq. No. 297583 

Seq. ID LIB3150-014-Q1-N1-D8 

Method BLASTN 

NCBI GI gl68484 

BLAST score 209 

E value l.Oe-114 

Match length 328 

% identity 91 

NCBI Description Maize endosperm glutelin-2 gene, complete cds 
297584 

LIB3150-014-Q1-N1-D9 
BLASTX 
g585876 
188 

2.0e-14 

67 
63 

60S RIBOSOMAL PROTEIN L23A (L25) >gi_1084 424_pir S48026 

ribosomal protein L25 - common tobacco >gi_310935 (LIS 908) 
60S ribosomal protein L25 [Nicotiana tabacum] 

Seq. No. 297585 

Seq. ID LIB3150-014-Q1-N1-G2 

Method BLASTX 

NCBI GI g2230757 

BLAST score 347 

E value 9.0e-33 

Match length 92 

% identity 70 

NCBI Description {Y11969) dnaJ-like protein [Arabidopsis thaliana] 

Seq. No. 297586 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3150-014-Q1-N1-H1 

BLASTX 

g629767 

250 

l.Oe-21 

114 

47 

lis globulin - oat >gi_4728 67_emb_CAA527 64_ (X7 4741) 113 
globulin [Avena sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297587 

LIB3150-015-Q1-NI-A3 

BLASTX 

gl350680 

300 

2.0e-27 

102 

60 

60S RIBOSOMAL PROTEIN LI 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297588 

LIB3150-015 

BLASTX 

g4582468 

351 

l.Oe-33 

82 

87 

(AC007071) 
C-terminai 



-Q1-N1-A4 



putative 40S ribosomal protein; contains 
domain [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297589 

LIB3150-015-Q1-N1-B1 

BLASTX 

gl21569 

373 

5.0e-36 

104 

70 

IMMUNOGLOBULIN BINDING PROTEIN HOMOLOG B70 (HEAT SHOCK 

PROTEIN 70 HOMOLOG) (B-70) >gi_484510_pir JQ0966 

immunoglobulin-binding protein homolog b70 - maize 
(fragment) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297590 

LIB3150-015-Q1-N1-C3 

BLASTX 

g2267597 

189 

2.0e-14 

75 

59 

{AF009413) 10 kDa chaperonin [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



297591 

LIB3150-015-Q1-N1-D12 
BLASTX 



41747 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3776564 
253 

l.Oe-21 

66 
68 

(AC005388) Similar to hypothetical protein T1D16.16 
gi__3075397 from A. thaliana BAG gb_AC004484 . [Arabidopsis 
thaliana] 

297592 

LIB3150-015-Q1-N1-D8 

BLASTX 

gl084457 

259 

l.Oe-22 

80 
66 

elongation factor 1-beta - Rice >gi_432368_dbj_BAA04 903_ 
(D23674) elongation factor 1 beta [Oryza sativa] 



Seq. No. 


297593 


Seq. ID 


LIB3150-015-Q1-N1-D9 


Method 


BLASTX 


NCBI GI 


gl222552 


BLAST score 


607 


E value 


~j * DO 


:Match -length 


141 


% identity 


78 


NCBI Description 


(U49330) pectin methylesterase 


Seq. No. 


297594 


Seq. ID 


LIB3150-015-Q1-N1-E1 


Method 


BLASTX 


NCBI GI 


gl710551 


BLAST score 


281 


E value 


5.0e-25 


Match length 


51 


% identity 


100 


NCBI Description 


60S RIBOSOMAL PROTEIN L39 >gi 




{X95458) ribosomal protein L39 


Seq. No. 


297595 


Seq. ID 


LIB3150-015-Q1-N1-E3 


Method 


BLASTN 


NCBI GI 


g450548 


BLAST score 


68 


E value 


5.0e-30 


Match length 


168 


% identity 


86 


NCBI Description 


0. sativa (pRSAM-l) gene for S- 




synthetase 


Seq. No. 


297596 


Seq. ID 


LIB3150-015-Q1-N1-G2 


Method 


BLASTN 


NCBI GI 


g22324 


BLAST score 


38 



adenosyl methionine 
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E value 
Match length 
% identity 
NCBI Description 



# 



3.0e-12 

46 

96 

Z.mays mRNA for H2B histone 



(clone CH2B221) 



Seq, No. 297597 

Seq. ID LIB3150-016-Q1-N1-A6 

Method BLASTX 

NCBI GI gl31772 

BLAST score 147 

E value 2,0e"09 

Match length 31 

% identity 97 

NCBI Description 40S RIBOSOMAL PROTEIN S14 (CLONE MCHl) 

>gi_82723_pir ^A30097 ribosomal protein S14 (clone MCHl) - 

maize 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
. BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297598 

LIB3150-016-Q1-N1-D10 

BLASTX 

g3746060 

415 

9.0e-41 

86 

85 

(AC005311) unknown protein [Arabidopsis thaliana] 



297599 

LIB3150-016-Q1-N1-D2 

BLASTX 

g419803 

361 

l.Oe-34 

79 

87 

zein protein - maize >gi_168705 
mays] 



(M72708) zein protein [Zea 



297600 

LIB3150-016-Q1-N1-D7 

BLASTX 

g3915031 

178 

4.0e-13 

42 
71 

ACYL- [ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 
(STEAROYL-ACP DESATURASE) >gi_1217 628_emb_CAA65232_ 
(X95988) delta 9 stearoyl- [acyl-carrier protein] desaturase 
[Gossypium hirsutum] 



Seq. No. 297601 

Seq. ID LIB3150-016-Q1-N1-E1 

Method BLASTX 

NCBI GI g4454464 

BLAST score 211 

E value 7,0e-17 



41749 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64 
59 

(AC006234) unknown protein [Arabidopsis thaliana] 
297602 

LIB3150-016-Q1-N1-G3 

BLASTX 

gl22022 

301 

2.0e-27 

85 

74 

HISTONE H2B >gi_283025_pir S22323 histone H2B - wheat 

>gi_21801_einb_CAA42530_ (X59873) histone H2B [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



297603 

LIB3150-016-Q1-N1-G4 

BLASTX 

gl814403 

186 

2.0e-14 

57 
67 

(U84889) methionine synthase [Mesembryanthemum 
crystallinum] 

297604 

LIB3150-016-Q1-N1-H4 

BLASTX 

gl922246 

166 

9.0e-13 

75 

61 

^Y10086) putative dehydrogenase [Arabidopsis thaliana] 
297605 

LIB3150-017-Q1-N1-B11 

BLASTX 

g543711 

170 

4.0e-13 

97 

49 

14-3-3-LIKE PROTEIN S94 >gi_419796_pir S30927 14-3-3 

protein homolog - rice >gi_303859_dbj_BAA03711_ (D16140) 
brain specific protein [Oryza sativa] 

297606 

LIB3150-017-Q1-N1-D6 

BLASTX 

g3914423 

374 

4.0e-36 

74 

95 



41750 



# 



NCBI Description PROFILIN 4 >gi_2642324 (AF032370) profilin [Zea mays] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



297607 

LIB3150-017-Q1-N1-E9 

BLASTX 

gl498382 

158 

3.0e-ll 

65 

55 

{U60507) actin [Zea mays] 
297608 

LIB3150-017-Q1-N1-F10 

BLASTN 

gl550813 

67 

8.0e-30 

119 

89 

Z.mays mRNA for acidic ribosomal protein PO 
297609 

LIB3150-017-Q1-N1-H11 

BLASTX 

g2668742 

250 

l.Oe-21 

69 

72 

(AF034945) glycine-rich RNA binding protein [Zea mays] 
297610 

LIB3150-017-Q1-N1-H6 

BLASTX 

g4455207 

293 

l.Oe-26 

88 

72 

(AL035440) ubi qui tin- like protein [Arabidopsis thaliana] 
297611 

LIB3150-018-Q1-N1-A1 

BLASTN 

g496267 

41 

5.0e-14 

81 

88 

Nicotiana tabacum GTP-binding protein (Ran-Al) mRNA, 
complete cds 

297612 

LIB3150-018-Q1-N1-A7 

BLASTX 

g4154352 
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II 



BLAST score 


187 


E value 




Match length 


/o 


% identity 




NCBI Description 


(AFiluJooj PrMCo (.Pmus raaia 


Seq. No. 


297 613 


Seq. ID 


LIB3150-018-Q1-N1-B4 


Method 


BLAbTX 


NCBI GI 


g2865175 


BLAST score 


229 


E value 


4 . Ue-iy 


Match length 




% identity 


54 


NCBI Description 


^i\riuiuy4oj AcKeriii LAraoiaops. 


Seq. No. 


^97ol4 


Seq. ID 


LIBolDU-uio-Ql-Nl-FlU 


Method 


BLASTX 


NCBI GI 


g995714 


BLAST score 


271 


E value 


6 . Oe-24 


Match length 


104 


% identity 


52 


NLBi Description 


(Xyizbo) Lol// [Saccharomyces 


Seq. No. 


297615 


Seq. ID 


LIB31bu-L)19-Ql-Nl-Al 


Method 


BLASTX 


LnUoI ol 


rrl '^'^fi^7 

giooo D / 


BLAST score 


259 


E value 


l.Oe-22 


Match length 


72 


% identity 


72 


NCBI Description 


4 OS RIBOSOMAL PROTEIN Sll >gi 



protein Sll - maize >gi_224 70__emb_CAA39438_ (X55967) 
ribosomal protein Sll [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297616 

LIB3150-019-Q1-N1-A12 

BLASTX 

g82718 

309 

2.0e-28 

88 

68 

pyruvate, orthophosphate dikinase (EC 2.7.9.1) 2, cytosolic 
- maize (fragment) >gi__257810__bbs_117087 (S46967) 
orthophosphate dikinase, PPDK {N-terminal} [maize. Peptide 
Partial, 90 aa] [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



297617 

LIB3150-019-Q1-N1-A3 

BLASTX 

g66009 

430 

9.0e-43 



41752 



Match length 

% identity 

NCBI Description 



93 
86 

glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.12) C, 
cytosolic - maize >gi_22238_emb__CAA30151__ (X07156) GADPH 





1— oo/; L^ea itiaysj 


Seq, No. 


297618 


Seq. ID 


LIBJloU-^Uiy-yi-lMi— B4 


Method 


"O T TV tf? rpXT 

BLAST N 


NCBI GI 


g444046 


bbAoi score 


Ob 


E value 


9 . Oe-29 


Match length 


293 


% identity 


o o 


NCBI Description 


Z.mays OBFl mRNA for ocs-element binding factor 


Seq. No. 


297619 


Seq. ID 


LIB3150-019-Q1-N1-C4 


Method 


BLASTX 


NCBI GI 


g2827143 


BLAST score 


700 


E value 


3 . ue-74 


Match length 


137 


% identity 


91 


NCBI Description 


(AF027174) cellulose synthase catalytic subunit 




[Arabidopsis thaliana] 


Seq* No. 


297620 


Seq. ID 


LIB3150-019-Q1-N1-D9 


Method 


BLASTX 


NCBI GI 


g2996096 


BLAST score 


429 


E value 


2 . Oe-42 


Match length 


105 


% identity 


80 


NCBI Description 


(AF030517) translation elongation factor-1 alph< 




alpha [Oryza sativa] 


Seq. No. 


297621 


Seq. ID 


LIB3150-019-Q1-N1-E11 


Method 


BLASTX 


NCBI GI 


g66615 


BLAST score 


237 


E value 


4.0e-20 


Match length 


79 


% identity 


65 


NCBI Description 


glutathione transferase (EC 2.5.1.18) I - maize 


Seq. No. 


297622 


Seq. ID 


LIB3150-019-Q1-N1-E12 


Method 


BLASTX 


NCBI GI 


g3318613 


BLAST score 


375 


E value 


4.0e-36 


Match length 


105 


% identity 


70 


NCBI Description 


{AB016064) mitochondrial phosphate transporter 



EF-1 



41753 



# 



Seq. No. 




Seq. ID 


LIBil50-Uly-Ql-Nl-ED 


Method 


BLAST A 


NCBI GI 


gll84776 


BLAST score 


278 


E value 


y . ue-zo 


Match length 


101 


% identity 


54 


NCBI Description 


(U45857) cytosolic glyceroldehyde— 3— phosphate dehydrogenas 




GAPC4 [Zea mays] 


Seq. No. 




Seq. ID 


LIBilbO-Uly-Ql-Nl-Glz 


Method 


BLASTX 


NCBI GI 


g3036805 


BLAST score 


O A A 


E value 


1 . Oe-lo 


Match length 


o7 


-s identity 




NCBI Description 


(AL022373) thaumatin-like protein [Arabidopsis thaliana] 


Seq. No. 


297625 


Seq. ID 


TXOOICA ATA rsl ■Ml ml 

LIBolbU-Uiy-Ql-Nl-Hll 


Method 


BLASTX 


NCBI GI 


g3868758 


BLAST score 


314 


E value 


6 . Oe-29 


Match length 


84 


% identity 


71 


NCBI Description 


(D89802) elongation factor IB gamma [Oryza sativa] 


Seq. No. 


A AT /* A /" 

297626 


Seq. ID 


LIB3150-020-Q1-N1-A2 


Method 


BLASTX 


NCBI GI 


g4006868 


BLAST score 


219 


E value 


6. Oe-18 


Match length 


80 


% identity 


59 


NCBI Description 


(Z99707) putative protein [Arabidopsis thaliana] 


Seq. No. 


A AT ^ A T 

297627 


Seq. ID 


LIBj1oO-U2(J-Q1-N1-A8 


Method 


BLASTN 


NCBI GI 


g22549 


BLAST score 


155 


E value 


5 . Oe-82 


Match length 


239 


% identity 


91 


NCBI Description 


Maize gene for a 27kDa storage protein, zein 


Seq. No. 


297628 


Seq. ID 


LIB3150-020-Q1-N1-C3 


Method 


BLASTX 


NCBI GI 


g3163946 


BLAST score 


509 
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E value 
Match length 
% identity 
NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-52 

94' 
100 

{AJ005599) alpha-tubulin 1 [Eleusine indica] 
297629 

LIB3150-020-Q1-N1-D12 

BLASTN 

g829147 

94 

8.0e-46 

142 

92 

Z.mays gene for cyclophilin 
297630 

LIB3150-020-Q1-N1-D6 

BLASTX 

gll9150 

206 

5.0e-27 

111 

66 

ELONGATION FACTOR 1-ALPHA (EF-l-ALPHA) 

>gi 82081 pir S10507 translation elongation factor eEF-1 
alpha chain -~omato >gi_19273_emb_CAA32618_ {X14449) EF 
1-alpha (AA 1-448) [Lycopersicon esculentum] 
>gi_295810__einb_CAA37212_ (X53043) elongation factor 1-alpha 
[Lycopersicon esculentum] 

297631 

LIB3150-020-Q1-N1-E11 

BLASTN 

g829147 

37 

9.0e-12 

97 

85 

Z.mays gene for cyclophilin 
297632 

LIB3150-020-Q1-N1-G9 

BLASTN 

g2331300 

52 

9.0e-21 
140 
85 

Zea mays ribosomal protein S4 type I 
cds 



(rps4) mRNA, complete 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



297633 

LIB3150-021-Q1-N1-C11 

BLASTX 

gl00525 

470 

2.0e-47 



41755 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



# 

105 
23 

ubiquitin precursor UbB2 - common sunflower (fragment) 
>gi__18803_emb_CAA40323_ {X57003) polyiabiquitin protein 
[Helianthus annuus] 

297634 

LIB3150-021-Q1-N1-C9 

BLASTN 

gl864000 

40 

3.0e-13 

52 

94 

Maize DNA for Fd III, complete cds 
297635 

LIB3150-021-Q1-N1-E1 

BLASTN 

g3747049 

44 

6.0e-16 

84 

89 

Zea mays ribosomal protein L26 mRNA, partial cds 
297636 

LIB3150-021-Q1-N1-G12 

BLASTX 

g3023812 

176 

4.0e-13 

48 

73 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_435046 (L26924) glyceraldehyde-phosphate dehydrogenase 
[Ginkgo biloba] 

297637 

LIB3150-021-Q1-N1-H12 
BLASTN 
gll84773 
34 

4.0e-10 

62 
89 

Zea mays glyceraldehyde-3-phosphate dehydrogenase GAPC3 
(gpc3) mRNA, complete cds 

297638 

LIB3150-021-Q1-N1-H6 

BLASTN 

g22338 

64 

l.Oe-27 

155 

86 



41756 



NCBI Description Maize mRNA for an 18kDa heat shock protein 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297639 

LIB3150-022-Q1-N1-A3 

BLASTX 

g602958 

231 

l.Oe-19 

81 

58 

(U18102) Phalaenopsis sp. 'hybrid SM9108' 
[Phalaenopsis sp. 'hybrid SM9108'] 



actin 



297640 

LIB3150-022-Q1-N1-D10 

BLASTX 

g2369714 

272 

l.Oe-24 

67 

75 

(2197178) elongation factor 2 [Beta vulgaris] 
297641 

LIB3150-022-Q1-N1-E12 

BLASTX 

g2499489 

212 

5.0e-17 

118 

48 

PYROPHOSPHATE—FRUCTOSE 6-PHOSPHATE 1-PHOSPHOTRANSFERASE 
BETA SUBUNIT (PFP) (6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE)) 
(PYROPHOSPHATE-DEPENDENT 6-PHOSPHOFRUCTOSE-l-KINASE) 
(PPI-PFK) >gi_483536_eitib_CAA83683_ {Z32850) 
pyrophosphate-dependent phosphof ructokinase beta subunit 
[Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



297642 

LIB3150-022-Q1-N1-E5 

BLASTN 

g2811133 

222 

l.Oe-122 

257 

97 

Zea mays starch synthase isoform zSTSII-1 
partial cds 

297643 

LIB3150-022-Q1-N1-E9 

BLASTN 

gl498052 

64 

2.0e-27 

152 
86 



(zSSIIa) mRNA, 



41757 



NCBI Description Zea mays ribosomal protein S8 ruRNA, complete cds 



Seq. No. 


297644 


Seq. ID 


LIB3150-022-Q1-N1-F6 


Method 


BLASTX 


NCBI GI 


g4176535 


BLAST score 


149 


E value 


l.Oe-09 


Match length 


93 


% identity 


37 


NCBI Description 


(AL035263) putative TFIIH subunit 




tor) [Schizosaccharomyces pombe] 


Seq. No. 


297645 


Seq. ID 


LIB3150-022-Q1-N1-H4 


Method 


BLASTX 


NCBI GI 


g2613143 


BLAST score 


231 


E value 


2.0e-19 


Match length 


82 


% identity 


61 


NCBI Description 


(AF030548) tubulin [Oryza sativa] 


Seq. No. 


297646 


Seq. ID 


LIB3150-022-Q1-N1-H9 


Method 


BLASTX 


NCBI GI 


g2833460 


BLAST score 


201 


E value 


l.Oe-15 


Match length 


73 


% identity 


51 


NCBI Description 


RIBOFLAVIN-SPECIFIC DEAMINASE >gi 




{D64001) riboflavin biosynthesis 




sp. ] 


Seq. No. 


297647 


Seq. ID 


LIB3150-023-Q1-N1-A11 


Method 


BLASTX 


NCBI GI 


gll69528 


BLAST score 


156 


E value 


l.Oe-10 


Match length 


44 


% identity 


73 



(transcription-repair fac 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ENOLASE 2 (2-PHOSPHOGLYCERATE DEHYDRATASE 2) 
(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE 2) >gi_602253 (U17 973) 
enolase [Zea mays] 

297648 

LIB3150-023-Q1-N1-A6 

BLASTX 

g4263519 

272 

5.0e-24 

55 

95 

(AC004044) small nuclear riboprotein Sm-Dl [Arabido^sis 
thaliana] 



41758 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297649 

LIB3150-023-Q1-N1-C8 

BLASTX 

gl35060 

370 

8.0e-36 

76 

97 

SUCROSE SYNTHASE 1 (SUCROSE-UDP GLUCOSYL TRANSFERASE 1) 

(SHRUNKEN-1) >gi_66570_pir YUZMS sucrose synthase (EC 

2.4.1.13) - maize >gi_22486_einb_CAA26247__ {X02400) sucrose 
synthase [Zea mays] >gi_22488_emb_CAA2 6229_ (X02382) 
sucrose synthase [Zea mays] 



Seq. No. 


297650 


Seq. ID 


LIB3150-023-Q1-N1-D4 


Method 


BLASTX 


NCBI GI 


g4589852 


BLAST score 


270 


E value 


5.0G-24 


Match length 


97 


% identity 


52 


NCBI Description 


(AB025968) cycloartenol synthase [Glycyrrhiza glabra] 


Seq. No. 


297651 


Seq. ID 


LIB3150-023-Q1-N1-E3 


Method 


BLASTX 


NCBI GI 


g4588012 


BLAST score 


162 


E value 


l.Oe-11 


Match length 


40 


% identity 


75 


NCBI Description 


(AF085717) putative callose synthase catalytic subunit 




[Gossypium hirsutum] 


Seq. No. 


297652 


Seq. ID 


LIB3150-023-Q1-N1-F1 


Method 


BLASTX 


NCBI GI 


g731707 


BLAST score 


277 


E value 


l.Oe-24 


Match length 


115 


% identity 


47 


NCBI Description 


SETl PROTEIN >gi_626647_pir S48 961 hypothetical prote: 




YHR119W - yeast (Saccharomyces cerevisiae) >gi__529135 




{U00059) Setlp [Saccharomyces cerevisiae] 


Seq. No, 


297653 


Seq. ID 


LIB3150-023-Q1-N1-F6 


Method 


BLASTN 


NCBI GI 


g22549 


BLAST score 


159 


E value 


2.0e-84 


Match length 


203 


% identity 


95 


NCBI Description 


Maize gene for a 27kDa storage protein, zein 



41759 



Seq. No. 297654 

Seq. ID LIB3150-023-Q1-N1-G6 

Method BLASTX 

NCBI GI gl519251 

BLAST score 591 

E value 2.0e-61 

Match length 131 

% identity 90 

NCBI Description {U65957) GF14-C protein [Oryza sativa] 

Seq. No. 297655 

Seq. ID LIB3150-023-Q1-N1-H11 

Method BLASTN 

NCBI GI g22272 

BLAST score 57 

E value 9.0e-24 

Match length 73 



% identity . ^ ^^ ^ i 

NCBI Description Maize mRNA for enolase (2-phospho-D-glycerate hydrolas< 

297656 

LIB3150-025-Q1-N1-A9 
BLASTX 
g3355468 
153 

3.0e-10 
109 
44 

{AC004218) putative ribosomal protein L35 [Arabidopsxs 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297657 

LIB3150-025-Q1-N1-C11 
BLASTX 
g3834321 
302 

l.Oe-27 
98 
59 

{AC005679) Strong similarity to F13P17.9 gi_3337356 
transport protein SEC61 alpha subunit homoiog from 
Arabidopsis thaliana BAG gb_ACG04481. [Arabidopsis 
thaliana] 

Seq. No. 297658 

Seq. ID LIB3150-025-Q1-N1-F9 

Method BLASTX 

NCBI GI g3043428 

BLAST score 252 

E value 5.0e-22 

Match length 77 

% identity 68 . . ^ ■ i 

NCBI Description (AJ005346) 40S ribosomal protein S5 [Cicer arietinum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 297659 

Seq. ID LIB3150-026-Q1-N1-C10 



41760 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description: 



BLASTX 

g2369714 

168 

5.0e-13 

90 

51 

(Z97178) 



elongation factor 2 [Beta vulgaris] 



297660 

LIB3150-026-Q1-N1-E7 

BLASTN 

g22119 

58 

5.0e-24 

173 

84 

Maize Adhl-F mRNA for alcohol dehydrogenase 
297661 

LIB3150-026-Q1-N1-F1 

BLASTX 

gll72977 

146 

9.0e-10 

32 

8 8 

60S RIBOSOMAL PROTEIN L18 >gi_606970 {U15741) cytoplasmic 
ribosomal protein L18 [Arabidopsis thaliana] 



Seq* No. 


297662 




Seq. ID 


LIB3150-026-Q1-N1- 


F5 


Method 


BLASTN 




NCBI GI 


gl519250 




BLAST score 


37 




E value 


l.Oe-11 




Match length 


73 




% identity 


88 


-c protein mRNA, complete 


NCBI Description 


Oryza sativa GF14- 


Seq. No. 


297663 




Seq. ID 


LIB3150-026-Q1-N1- 


-F9 


Method 


BLASTN 




NCBI GI 


g22338 




BLAST score 


70 




E value 


2.0e-31 




Match length 


110 




% identity 


92 


18kDa heat shock protein 


NCBI Description 


Maize mRNA for an 


Seq, No. 


297664 




Seq. ID 


LIB3150-026-Q1-N1- 


-GI 


Method 


BLASTX 




NCBI GI 


gl706253 




BLAST score 


165 




E value 


l.Oe-11 




Match length 


83 




% identity 


43 





41761 



II 



NCBI Description 



PEPTIDYL-PROLYL CIS-TRANS ISOMERASE 7 (PPIASE) (ROTAMASE) 
(CYCLOPHILIN-7) >gi_863016 {U27559) cyclophilin 
[Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297665 

LIB3150-026-Q1-N1-G4 

BLASTX 

gll3621 

432 

8.0e-43 

91 

90 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68196_pir ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi__168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 





Seq. No. 


297666 




Seq. ID 


LIB3150-026-Q1-N1-G5 




Method 


BLASTX 




NCBI GI 


g4467125 




BLAST score 


441 




E value 


7.0e-44 




Match length 


106. 




% identity 


74 ^ 




NCBI Description 


(AL035538) putative 




Seq. No. 


297667 




Seq. ID 


LIB3150-026-Q1-N1-G8 




Method 


BLASTN 




NCBI GI 


g22312 




BLAST score 


96 




E value 


9,0e-47 




Match length 


244 




% identity 


88 




NCBI Description 


Maize ABA-inducible 



abscisic acid) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297668 

LIB3150-026-Q1-N1-H8 

BLASTX 

g2443388 

248 

2.0e-21 

85 

66 

(D38452) calcium-dependent protein kinase-related ]cinase 
[Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



297669 

LIB3150-027-Q1-N1-A12 

BLASTX 

g2130032 

261 

l.Oe-22 



41762 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



117 
49 

catechol O-methyltransf erase (EC 2.1.1.6) - barley 
297670 

LIB3150-027-Q1-N1-A3 

BLASTN 

g602605 

44 

l.Oe-15 

56 

95 

2ea mays tandem genes for alphal-tubulin and alpha2-tubulin 
297671 

LIB3150-027-Q1-N1-A7 

BLASTX 

g2384758 

330 

4.0e-31 
92 
72 

(AF016896) 
sativa] 



GDP dissociation inhibitor protein OsGDIl [Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297672 

LIB3150-027-Q1-N1-B10 

BLASTX 

gl350986 

291 

2.0e-26 

83 

72 

40S RIBOSOMAL PROTEIN S3A (CyC07 PROTEIN) 
>gi_483431_dbj_BAA05059_ {D26060) cyc07 [Oryza sativa] 

297673 

LIB3150-027-Q1-N1-B3 

BLASTX 

g4033424 

301 

2.0e-27 

100 

68 

SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi_266874 6 (AF034 947) inorganic 
pyrophosphatase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297674 

LIB3150-027-Q1-N1-C1 

BLASTX 

g4587553 

214 

3.0e-17 

79 

54 

(AC006577) F15I1.20 [Arabidopsis thaliana] 



41763 



Seq. No. 


297675 




Seq. ID 


LIB3150- 


•027- 


Method 


BLASTN 




NCBI GI 


g556685 




BLAST score 


57 




E value 


l.Oe-23 




Match length 


89 




% identity 


91 




NCBI Description 


Z.mays mRNA 


Seq. No. 


297676 




Seq. ID 


LIB3150- 


-027- 


Method 


BLASTX 




NCBI GI 


g320130 




BLAST score 


221 




E value 


4.0e-18 




Match length 


87 




% identity 


53 




NCBI Description 


acetolactate 



nthase (EC 4.1.3.18) (clone pSOG109) - maize 
>gi_22141_emb_CAA45117_ (X63554) acetohydroxyacid synthase 
[Zea mays] 



oeq . iNo . 




Seq. ID 


LIB3150-027-Q1-N1-E2 


Method 


BLASTX 


NCBI GI 


g4587553 


BLAST score 


192 


E value 


l.Oe-14 


Match length 


66 


% identity 


58 


NCBI Description 


(AC006577) F15I1,20 [Arabidop 


Seq. No. 


297678 


Seq. ID 


LIB3150-027-Q1-N1-F6 


Method 


BLASTX 


NCBI GI 


g3986695 


BLAST score 


165 


E value 


9.0e-12 


Match length 


61 


% identity 


61 


NCBI Description 


(AF101423) ribosomal protein 


Seq. No. 


297679 


Seq. ID 


LIB3150-028-Qi-Nl-A4 


Method 


BLASTX 


NCBI GI 


g2244797 


BLAST score 


167 


E value 


7.0e-12 


Match length 


94 


% identity 


43 


NCBI Description 


(297336) hypothetical protein 


Seq. No. 


297680 


Seq. ID 


LIB3150-028-Q1-N1-C8 


Method 


BLASTN 


NCBI GI 


g4416300 



[Cichorium intybus] 



[Arabidopsis thaliana] 



41764 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-42 

235 

58 

Zea mays chromosome 4 22 kDa zein-associated mtercluster 
region, complete sequence 

297681 

LIB3150-028-Q1-N1-D11 

BLASTX 

gll3621 

340 

3.0e-32 

80 
8 6 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 
>gi 68196 pir ADZM f ructose-bisphosphate aldolase (EC 
4.172.13), cytosolic -maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 

297682 

LIB3150-028-Q1-N1-E11 

BLASTX 

g3747046 

358 

4.0e-34 

77 
91 

(AF093538) voltage -dependent anion-selective channel 
protein [Zea mays] 

297683 

LIB3150-028-Q1-N1-E9 

BLASTN 

g485376 

35 

l.Oe-10 

71 

87 

Zea mays alpha-3-tubulin gene, complete cds 
297684 

LIB3150-028-Q1-N1-F10 

BLASTX 

g2832648 

138 

6.0e-09 
80 
44 

{AL021710) membrane-bound small GTP-binding 
[Arabidopsis thaliana] 



like protein 



Seq. No, 
Seq. ID 
Method 



297685 

LIB3150-028-Q1-N1-F2 
BLASTN 



41765 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g22312 
226 

l.Oe-124 

374 

90 

Maize ABA-inducible gene for glycine-rich protein ( ABA - 
abscisic acid) 



Seq. No. 

Seq. ID . 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297686 

LIB3150-028-Q1-N1-G5 

BLASTX 

g2342678 

137 

9.0e-09 

57 
53 

(AC000106) Similar to Arabidopsis luminal binding protein 
{gb_D89342) . [Arabidopsis thaliana] 

297687 

LIB3150-028-Q1-N1-G6 

BLASTX 

g2511531 

220 

4.0e-18 

82 

57 

(AF008120) alpha tubulin 1 [Eleusine indica] 
>gi_3163944_emb_CAA06618_ (AJ005598) alpha-tubulin 1 
[Eleusine indica] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297688 

LIB3150-028-Q1-N1-H9 

BLASTX 

g4646206 

247 

4.0e-21 

119 

44 

{AC007230) Contains similarity to gb_D13630 KIAA00Q5 gene 
from Homo sapiens. ESTs gb_T45345, gb__T21086, gb_R90360, 
gb_T20468, gb_T45191 and gb_AI100459 come from this gene. 
[Arabidopsis thaliana] 

297689 

LIB3150-029-Q1-N1-A4 

BLASTX 

gl703380 

298 

4.0€-27 

67 

88 

ADP-RIBOSYLATION FACTOR >gi_1132483__dbj_BAA04607_ (D17760) 
ADP-ribosylation factor [Oryza sativa] 



Seq. No. 
Seq. ID 



297690 

LIB3150-029-Q1-N1-A6 



41766 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3915826 

375 

4.0e-36 

96 

76 

60S RIBOSOMAL PROTEIN L5 
297691 

LIB3150-029-Q1-N1-E7 

BLASTX 

g266567 

198 

l.Oe-20 

111 

53 

MITOCHONDRIAL PROCESSING PEPTIDASE ALPHA SUBUNIT PRECURSOR 
(ALPHA-MPP) (UBIQUINOL-CYTOCHROME C REDUCTASE SUBUNIT II) 

>gi_421956_pir S23558 mitochondrial processing peptidase 

(EC 3.4.99.41) alpha chain precursor - potato 

>gi 214 93_einb_CAA46990_ {X66284) mitochondrial processing 

peptidase" [Solanum tuberosum] 

297692 

LIB3150-029-Q1-N1-F9 

BLASTX 

g542125 

149 ' 

6.0e-10 

53 

62 . ^ . 

translation elongation factor eEF-1 alpha chain - barley 

>gi_396134_emb_CAA80666_ {Z23130) protein synthesis 

elongation factor-1 alpha [Hordeum vulgare] 

297693 

LIB3150-029-Q1-N1-G1 

BLASTN 

gl550813 

59 

l.Oe-24 

107 
89 

Z.mays mRNA for acidic ribosomal protein PO 
297694 

LIB3150-030-Q1-N1-A4 

BLASTN 

g22514 

121 

l.Oe-61 
249 
87 

Maize Zcl gene for Zein 



Zcl (14 kD zein-2) 



Seq. No, 
Seq. ID 



297695 

LIB3150-030-Q1-N1-B4 



41767 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 
g22312 
121 

7.0e-62 

165 

93 

Maize ABA-inducible gene for glycine-rich protein ( ABA 
abscisic acid) 



297696 

LIB3150-030-Q1-N1-B7 

BLASTX 

g4033424 

297 

3.0e-27 

62 

94 

SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi_2668746 (AF034947) 
pyrophosphatase [2ea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



inorganic 



297697 

LIB3150-030-Q1-N1-C6 

BLASTX 

gl732511 

506 

2.0e-51 

116 

78 

(U62742) Ran binding protein 
thaliana] 



1 homolog [Arabidopsis 



297698 

LIB3150-030-Q1-N1-D1 

BLASTX 

gll3621 

155 

7.0e-ll 

36 

89 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi 68196_pir ^ADZM f ructose-bisphosphate aldolase (EC 

4.172.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 

297699 

LIB3150-030-Q1-N1-D2 

BLASTX 

g2654208 

163 

8.0e-12 

60 

63 

(AF035456) heat shock 70 protein [Spinacia oleracea] 
>gi 2773050 (AF039083) heat shock 70 protein [Spinacia 



41768 



oleracea] 



Seq. No. 


297700 


Seq. ID 


LIB3150-030-Q1-N1-E2 


Method 


BLASTN 


NCBI GI 


gl658312 


BLAST score 


47 


E value 


1 , Oe-17 


Match length 


33 


% identity 


88 


NCBI Description 


O.sativa osr40g2 gene 


beq. NO. 




beq. lu 


IjliD Jl J U UoU yl N± 


Method 


BLASTN 


NCBI GI 


g829147 


BLAST score 


72 


E value 


2.0e-32 


Match length 


96 


% identity 


94 


NCBI Description 


2. mays gene for cyclophilin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



297702 

LIB3150-030-Q1-N1-F2 

BLASTX 

gl709920 

240 

2.0e-20 

72 

62 

PHOSPHORIBOSYLAMINE— GLYCINE LIGASE PRECURSOR (GARS) 
(GLYCINAMIDE RIBONUCLEOTIDE SYNTHETASE) 
{ PHOSPHORIBOSYLGLYCINAMIDE SYNTHETASE ) 
>gi_1019915_einb_CAA52778_ (X74766) glycinamide 
ribonucleotide synthetase [Arabidopsis thaliana] 

297703 

LIB3150-030-Q1-N1-F3 

BLASTX 

gl20670 

381 

4.0e-37 

84 

87 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_l 0087 9_pir SO 68 7 9 glyceraldehyde- 3-phosphate 

dehydrogenase (EC 1.2.1.12) C - maize 
>gi_295853_emb_CAA33620_ (X15596) GAPDH [2ea mays] 

297704 

LIB3150-030-Q1-N1-G3 

BLASTN 

gl895083 

43 

2.0e-15 

51 
96 



41769 



NCBI Description Zea mays golgi associated protein se-wap41 mRNA, complete 
" - cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297705 

LIB3150-030-Q1-N1-H6 

BLASTX 

g4467128 

320 

7.0e-31 

96 

71 

(AL035538) putative protein [Arabidopsis thaliana] 
297706 

LIB3150-031-Q1-N1-A11 

BLASTN 

g747916 

62 

l.Oe-26 

110 

89 

Z.mays CaM2 mRNA for calmodulin 
297707 

LIB3150-031-Q1-N1-A7 

BLASTX 

gll3621 

268 

l.Oe-23 

95 

93 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 
>gi 68196 pir ADZM f ructose-bisphosphate aldolase (EC 
4.172.13)7 cyt^solic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ {X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 

297708 

LIB3150-031-Q1-N1-B4 

BLASTX 

g2909846 

181 

2.0e-13 

55 

65 

{AF045570) (S) -adenosyl-L-methionine : delta 24-sterol 
methyltransf erase [Zea mays] 



Seq. No. 


297709 


Seq. ID 


LIB3150- 


Method 


BLASTX 


NCBI GI 


gl685091 


BLAST score 


337 


E value 


l.Oe-31 


Match length 


98 


% identity 


68 
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NCBI Description 


{U45243) diphenol oxidase [Nicotiana tabacum] 


Seq. No. 


297710 


Seq. ID 


LIB3150-031-Q1-N1-D12 


Method 


BLASTX 


NCBI GI 


g3163946 


BLAST score 


261 


E value 


5 . Oe-38 


Match length 


102 


% identity 


72 


NCBI Description 


(AJ005599) alpha-tubulm 1 [Eleusine mdica] 


Seq. No. 


297711 


Seq. ID 


LIB3150-031-Q1-N1-F1 


Method 


T TV m T / 

BLASTX 


NCBI GI 


gl076626 


BLAST score 


491 


E value 


l.Oe-49 


Match length 


97 


% identity 


93 


NCBI Description 


glycine rich protein - coinnion tobacco 




>gi 790473 einb CAA58702 (X83731) soluble, glycin 




protein [Nicotiana tabacum] 


Seq. No. 


297712 


Seq. ID 


LIB3150-031-Q1-N1-H5 


Method 


BLASTX 


NCBI GI 


g4588003 


BLAST score 


238 


E value 


7 .Oe-20 


Match length 


65 


% identity 


74 


NCBI Description 


(AF085279) hypothetical EIF-2-Alpha [Arabidopsis 


Seq. No. 


297713 


Seq. ID 


LIB3150-031-Q1-N1-H9 


Method 


BLASTX 


NCBI GI 


g4455293 


BLAST score 


213 


E value 


4 .Oe-17 


Match length 


88 


% identity 


61 


NCBI Description 


(AL035528) putative protein [Arabidopsis thaliana 


Seq. No. 


297714 


Seq. ID 


LIB3150-032-Q1-N1-C8 


Method 


BLASTX 


NCBI GI 


g3402679 


BLAST score 


184 


E value 


3.0e-14 


Match length 


81 


% identity 


52 


NCBI Description 


{AC004 697) unknown protein [Arabidopsis thaliana] 


Seq. No. 


297715 


Seq. ID 


LIB3150-032-Q1-N1-D6 


Method 


BLASTX 
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# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll8104 
566 

2.0e-58 
125 
8 6 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8 

maize >gi_1684 61 (M55021) cyclophilin [Zea mays] 

>gi 829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 



Seq. No. 297716 

Seq. ID LIB3150-032-Q1-N1-F4 

Method BLASTX 

NCBI GI gll74583 

BLAST score 201 

E value l.Oe-15 

Match length 104 

% identity 40 . n ^ ■ 

NCBI Description TRANSALDOLASE >gi_1074 653_pir D64167 hypothetical protein 

HI1125 - Haemophilus influenzae (strain Rd KW20) 
>gi_1574680 (U32792) transaldolase B (talB) [Haemophilus 
influenzae Rd] 



Seq. No. 297717 

Seq. ID LIB3150-032-Q1-N1-G3 

Method BLASTX 

NCBI GI g2407800 

BLAST score 308 

E value 4.0e-28 

Match length 98 

% identity 62 

NCBI Description (Y12575) histone H2A.F/Z [Arabidopsis thaliana] 
297718 

LIB3150-032-Q1-N1-H1 
BLASTX 
gll72811 
285 

4.0e-26 

59 
8 3 

60S RIBOSOMAL PROTEIN LlO-1 (PUTATIVE TUMOR SUPRESSOR SC34) 

>gi_1076751_pir S49575 ribosomal protein LlO.e, cytosolic 

- rice >gi__575355_emb_CAA57339_ (X81691) putative tumor 
suppresser [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 297719 

Seq. ID LIB3150-033-Q1-N1-D10 

Method BLASTX 

NCBI GI g2253583 

BLAST score 151 

E value 6.0e-10 

Match length 46 

% identity 74 _ 
NCBI Description (U78721) hypothetical protein [Arabidopsis thaliana] 
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II 



Seq. No. 297720 

Seq. ID LIB3150-033-Q1-N1-D2 

Method BLASTX 

NCBI GI g2832700 

BLAST score 174 

E value 8.0e-13 

Match length 81 

% identity 42 

NCBI Description (AL021713) unknown protein [Arabidopsis thaliana] 

Seq. No. 297721 

Seq. ID LIB3150-033-Q1-N1-F3 

Method BLASTX 

NCBI GI g861170 

BLAST score 176 

E value 3.0e-13 

Match length 48 

% identity 77 

NCBI Description {X03697) heat shock protein 70 [Zea mays] 

Seq. No. 297722 

Seq. ID LIB3150-033-Q1-N1-F6 

Method BLASTX 

NCBI GI g3183094 

BLAST score 238 

E value 3.0e-20 

Match length 94 

% identity 47 

NCBI Description ORNITHINE CARBAMOYLTRANSFERASE PRECURSOR (OTCASE) 

(ORNITHINE TRANSCARBAMYLASE) >gi_971168 (U13684) ornithine 
carbamoyl transferase [Pisum sativum] 

Seq. No. 297723 

Seq. ID LIB3150-033-Q1-N1-G12 

Method BLASTX 

NCBI GI g2459421 

BLAST score 42 6 

E value 4.0e-42 

Match length 118 

% identity 64 

NCBI Description (AC002332) putative calcium-binding EF-hand protein 
[Arabidopsis thaliana] 

Seq. No. 297724 

Seq. ID LIB3150-033-Q1-N1-G5 

Method BLASTX 

NCBI GI gll84774 

BLAST score 484 

E value 6.0e-49 

Match length 95 

% identity 98 

NCBI Description (U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 

Seq. No, 297725 

Seq. ID LIB3150-033-Q1-N1-G8 

Method BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g30i^620 
120 ' 
5.0e-61 
240 
88 

Zea mays low molecular weight heat shock protein precursor 
{hsp22) mRNA, nuclear gene encoding mitochondrial protein, 
complete cds 

297726 

LIB3150-034-Q1-N1-A11 

BLASTX 

g82696 

207 

9.0e-17 

57 
75 

glycine-rich protein - maize >gi_22293_emb__CAA43431__ 
[X61121) glycine-rich protein [Zea mays] 

297727 

LIB3150-034-Q1-N1-B6 

BLASTX 

gll84774 

149 

5.0e-15 

94 

51 

(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297728 

LIB3150-034-Q1-N1-G5 

BLASTX 

g2792208 

272 

5.0e-24 

124 

45 

(AF032682) NBS-LRR type resistance protein [Hordeum 
vulgare] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297729 

LIB3150-034-Q1-N1-G7 

BLASTX 

g418777 

269 

8.0e-24 

101 

57 

phosphoprotein phosphatase (EC 3.1.3.16) 2A-alpha catalytic 
chain (clone EP7) - Arabidopsis thaliana (fragment) 



Seq, No. 
Seq. ID 
Method 
NCBI GI 



297730 

LIB3150-035-Q1-N1-B4 

BLASTX 

g2081612 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



289 

5.0e-26 

68 

81 

{D49714) 
sativa] 



deltal-pyrroline-5-carboxylate synthetase [Oryza 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297731 

LIB3150-035-Q1-N1-B8 

BLASTX 

g231536 

378 

2.0e-36 

128 

64 

CYTOSOL AMINOPEPTIDASE (LEUCINE AMINOPEPTIDASE) (LAP) 
(LEUCYL AMINOPEPTIDASE) {PROLINE AMINOPEPTIDASE) (PROLYL 

AMINOPEPTIDASE) >gi_99683_pir S22399 leucyl aminopeptidas 

(EC 3,4.11.1) - Arabidopsis thaliana 

>gi 16394 einb CAA45040_ (X63444) leucine aminopeptidase 
[Aribidopsis thaliana] >gi_4115380 (AC005967) putative 
leucine aminopeptidase [Arabidopsis thaliana] 



297732 

LIB3150-035-Q1-N1-B9 
BLASTN 
g998429 
45 

4 .Oe-16 

126 
52 

GRFl-general regulatory factor [Zea mays, XL80, Genomic, 
5348 nt] 

297733 

LIB3150-035-Q1-N1-D9 
BLASTX 
g4510346 
273 

4.0e-24 
73 
71 

(AC006921) hypothetical protein [Arabidopsxs thalrana] 

Seq. No. 297734 

Seq. ID LIB3150-035-Q1-N1-E12 

Method BLASTX 

NCBI GI gl708777 

BLAST score 148 

E value l,0e-09 

Match length 101 

% identity 37 n ■ n 

NCBI Description (Z83202) potassium channel [Arabidopsis thaliana] 

>gi_3063705_emb_CAAl8596.1_ (AL022537) potassium channel 
protein [Arabidopsis thaliana] >gi_4090537 (U73325)_K+ 
inward rectifying channel protein [Arabidopsis thaliana] 
>gi 4098949 (U81239) K+ inward rectifying channel 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Seq, No. 
Seq. ID 

Method * ~ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
297735 

LIB3150-035-Q1-N1-E3 

BLASTN 

gl296954 

48 

5.0e-18 

83 
89 

O.sativa mRNA for novel protein, osr40cl 
297736 

LIB3150-035-Q1-N1-E4 

BLASTX 

gl658313 

227 

7.0e-19 

86 
41 

(Y08987) osr40g2 [Oryza sativa] 
297737 

LIB3150-035-Q1-N1-E9 

BLASTX 

gll8104 

283 

3.0e-25 

109 

56 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1. 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 

>gi 829148_einb_CAA48638_ (X68678) cyclophilin [Zea mays] 



8) 



Seq. No. 


297738 


Seq. ID 


LIB3150-035-Q1-N1-F10 


Method 


BLASTX 


NCBI GI 


g2828012 


BLAST score 


255 


E value 


3.0e-22 


Match length 


67 


% identity 


67 


NCBI Description 


(AF036891) starch synthase 


Seq. No. 


297739 


Seq. ID 


LIB3150-035-Q1-N1-G3 


Method 


BLASTN 


NCBI GI 


gl68704 


BLAST score 


59 


E value 


9.0e-25 


Match length 


86 


% identity 


95 


NCBI Description 


Zea mays zein protein gene 


Seq. No. 


297740 
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# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3150-036-Q1-N1-A8 

BLASTX 

g2668742 

239 

9.0e-26 

70 

91 

{AF034945) glycine-rich RNA binding protein [Zea mays] 



297741 

LIB3150-036-Q1-N1-B1 

BLASTX 

gl666234 

157 

l.Oe-10 

40 

80 

(U76193) actin [Pisum sativum] 
[Pisum sativum] 



>gi_1724143 (U81049) actin 



Seq. No. 


297742 


Seq. ID 


LIB3150-036- 


Method 


BLASTX 


NCBI GI 


g4558664 


BLAST score 


441 


E value 


7.0e-44 


Match length 


122 


% identity 


63 


NCBI Description 


(AC007063) ] 


Seq. No. 


297743 


Seq. ID 


LIB3150-036 


Method 


BLASTX 


NCBI GI 


g4160346 


BLAST score 


218 


E value 


l.Oe-17 


Match length 


.84 


% identity 


51 


NCBI Description 


(AL035216) 



hypothetical protein [Arabidopsis thaliana] 



nucleolar protein involved in pre-rRNA 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297744 

LIB3150-037-Q1-N1-A6 

BLASTX 

gl35535 

452 

2.0e-45 

110 

82 

T-COMPLEX PROTEIN 1, ALPHA SUBUNIT {TCP-l-ALPHA) 
(CCT-ALPHA) >gi_322602_pir JN0448 t-complex polypeptide 

Tcp-1 - Arabidopsis thaliana >gi_217871__dbj_BAA01955__ 
{D11351) t-complex polypeptide 1 homologue [Arabidopsis 

thaliana] >gi_2326265_dbj_BAA21772_ {D11352) CCT 

alpha/TCP-1 [Arabidopsis thaliana] 



Seq. No. 



297745 
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II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3150-037-Q1-N1-B4 

BLASTN 

g2645165 

69 

l.Oe-30 

85 
95 

Oryza sativa mRNA, similar to ribosomal protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297746 

LIB3150-037-Q1-N1-B5 

BLASTX 

g3395430 

154 

2.0e-10 

87 

34 

(AC004683) hypothetical protein [Arabidopsis thalrana] 
297747 

LIB3150-037-Q1-N1-C1 

BLASTX 

g4512659 

409 

4.0e-40 

116 

70 

(AC006931) putative protein kinase [Arabidopsis thalranaj 
>gi_4544465_gb_AAD22372.1_AC006580_4 {AC0Q6580) putative 
protein kinase [Arabidopsis thaliana] 



Seq. No. 297748 

Seq. ID LIB3150-037-Q1-N1-H1 

Method BLASTX 

NCBI GI g2624328 

BLAST score 150 

E value 6.0e-10 

Match length 65 

% identity 45 

NCBI Description (AJ002894) OsGRP2 [Oryza sativa] 

Seq. No- 297749 

Seq. ID LIB3150-037-Q1-N1-H8 

Method BLASTX 

NCBI GI gll84774 

BLAST score 199 

E value 6.0e-16 

Match length 55 

% identity 73 

NCBI Description (045856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 



Seq. No. 297750 

Seq. ID LIB3150-038-Q1-N1-A7 

Method BLASTX 

NCBI GI gl351974 

BLAST score 326 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-30 

89 

76 

ADP-RIBOSYLATION FACTOR >gi_1076788__pir S49325 

ADP-ribosylation factor - maize >gi_107 6789_pir S53486 

ADP-ribosylation factor - maize >gi_55668 6_emb_CAA56351_ 
{X80042) ADP-ribosylation factor [Zea mays] 

297751 

LIB3150-038-Q1-N1-C5 

BLASTX 

g462243 

325 

4.0e-30 
88 
77 

HISTONE H4 
>gi_297150 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_421921_pir S32769 histone 

emb CAA48923 {X69179) histone 



H4 
H4 



esculentum] >gi_297152_emb_CAA48924_ (X69180) 
[Lycopersicon esculentum] >gi_2746721 
[Capsicum annuum] 



- tomato 
[Lycopersicon 
histone H4 
(AF038387) histone H4 



297752 

LIB3150-038-Q1-N1-C6 

BLASTX 

gl40496 

152 

6.0e-10 

117 

30 

HYPOTHETICAL 42.5 KD PROTEIN IN TSMl-AREl INTERGENIC REGION 

>gi_83226_pir S19457 probable membrane protein YCE044c - 

yeast (Saccharomyces cerevisiae) >gi_1907186__emb_CAA42292_ 
(X59720) YCR044C, len:357 [Saccharomyces cerevisiae] 

297753 

LIB3150-038-Q1-N1-D5 

BLASTX 

g3914423 

207 

6.0e-17 
54 
74 

PROFILIN 4 >gi_2642324 (AF032370) 



profilin [Zea mays] 



297754 

LIB3150-038-Q1-N1-F3 

BLASTX 

g2642159 

191 

9-0e-15 

86 

49 

(AC00300G) putative mannose-l-phosphate guanyltransf erase 
[Arabidopsis thaliana] >gi_3598958 (AF076484) GDP-mannose 
pyrophosphorylase [Arabidopsis thaliana] >gi_4 151925 
{AF108660) CYTl protein [Arabidopsis thaliana] 
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Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297755 

LIB3150-038-Q1-N1-F5 

BLASTX 

g4581156 

192 

2.0e-17 

109 

52 

{AC006919) putative pyruvate kinase [Arabidopsis thaliana] 
297756 

LIB3150-038-Q1-N1-F8 

BLASTX 

g533082 

288 

6.0e-26 

103 
56 

(U07552) delta-9 stearoyl-acyl carrier protein desaturase 
[Thunbergia alata] 

297757 

LIB3150-038-Q1-N1-H9 

BLASTX 

g3413717 

160 

5.0e-ll 

65 
46 

(AC004747) unknown protein [Arabidopsis thaliana] 
>gi_3643590 {AC005395) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297758 

LIB3150-039-Q1-N1-A12 

BLASTX 

g2668742 

330 

5.0e-31 

79 

86 

(AF034 945) glycine-rich RNA binding protein [Zea mays] 



297759 

LIB3150-039-Q1-N1-B6 

BLASTN 

g22272 

63 

4.0e-27 

175 
84 

Maize mRNA for enolase 



(2-phospho-D-glycerate hydrolase) 



Seq. No. 
Seq. ID 
Method 



297760 

LIB3150-039-Q1-N1-E10 
BLASTX 
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II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g2459445 
168 

7.0e-12 

66 

41 

(AC002332) 
thaliana] 



putative ribonucleoprotein [Arabidopsis 



297761 

LIB3150-039-Q1-N1-E11 

BLASTX 

gll84776 

530 

3.0e-54 

132 

79 

(U45857) cytosolic glyceroldehyde- 
GAPC4 [Zea mays] 

297762 

LIB3150-039-Q1-N1-E2 

BLASTX 

g3249113 

157 

6.0e-ll 

66 

52 

{AC003114) 
gb_2191180 
thaliana] 



3-phosphate dehydrogenase 



Strong similarity to kinesin homolog IG002P16.12 
from A. thaliana BAC gb_AF007270. [Arabidopsis 



297763 

LIB3150-039-Q1-N1-F1 

BLASTX 

g4104321 

168 

5.0e-12 

101 

34 

(AF034582) vesicle associated protein [Rattus norvegicus] 



297764 

LIB3150-040-Q1-N1-A10 

BLASTX 

g3913804 

274 

3.0e-24 

105 

58 

HISTONE H2B.3 >gi_577825_ 
[Zea mays] 



emb CAA49584 {X69960) H2B histone 



297765 

LIB3150-040-Q1-N1-B9 

BLASTX 

g2827524 

198 
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E value 


2 . Oe-15 


Match length 


51 


% identity 


67 


NCBI Description 


(ALUziooJ) preaicrea protein LAraDiciopsis rnaiianaj 


Seq. No. 


^ n '~i /~ ^ 
297766 


Seq. ID 


LIB3150-U4U-Q1-N1-DD 


Method 


BLASTX 


NCBI GI 


g3341685 


BLAST score 


191 


E value 


1 . Oe-14 


Match length 


95 


% identity 


48 


NCBI Description 


{AC003672) unknown protein [Arabidopsis thaliana] 


Seq. No. 


297767 


Seq. ID 


LIB3150-U40-Q1-N1-F4 


Method 


T ft ^ mxr 

BLASTX 


NCBI GI 


gll43864 


BLAST score 


193 


E value 


1. Oe-14 


Match length 


108 


% identity 


43 


NCBI Description 


(U28047) beta glucosidase [Oryza sativa] 


Seq. No. 


297768 


Seq. ID 


LIB3150-041-Q1-N1-A4 


Method 


BLASTX 


NCBI GI 


gl345588 


BLAST score 


222 


E value 


l.Oe-31 


Match length 


127 


% identity 


61 


NCBI Description 


14-3-3-LIKE PROTEIN GF14-12 >gi_998432_bbs_164524 




GF14-12==GRF2 product /14-3-3 protein homolog [Zea mays 




XL80, Peptide, 261 aa] 


Seq. No. 


297769 


Seq. ID 


LIB3150-041-Q1-N1-B9 


Method 


T^T TV o nrkT 

BLASTN 


NCBI GI 


g2511540 


BLAST score 


50 


E value 


2.0e-19 


Match length 


130 


% identity 


85 


NCBI Description 


Oryza sativa DNA-binding protein GBP16 (Rgbpl6) mRNA, 




complete cds 


Seq. No. 


297770 


Seq. ID 


LIB3150-041-Q1-N1-D7 


Method 


BLASTX 


NCBI GI 




BLAST score 


266 


E value 


2.0e-25 


Match length 


127 


% identity 


54 


NCBI Description 


{AC004512) Contains similarity to DnaJ gene YM8520.10 
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# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gb_825566 from from S. cerevisiae cosmid gb_Z4 9705. ESTs 
gb Z47720 and gb_Z29879 come from this gene. [Arabidopsis 
thaliana] 

297771 

LIB3150-041-Q1-N1-H8 

BLASTX 

g3915826 

166 

l.Oe-11 

33 
94 

60S RIBOSOMAL PROTEIN L5 
297772 

LIB3150-042-Q1-N1-B2 

BLASTX 

g3024738 

277 

2.0e-24 

135 
43 

TYPE II DNA TOPOISOMERASE VI SUBUNIT A 
>gi_1926404_emb_CAA71605_ {Y10582) type II DNA 
topoisomerase subunit A [Sulfolobus shibatae] 

297773 

LIB3150-042-Q1-N1-B9 

BLASTX 

g3080437 

176 

l.Oe-12 

112 

43 

(AL022605) putative protein [Arabidopsis thaliana] 
297774 

LIB3150-042-Q1-N1-C10 

BLASTX 

g4519539 

320 

8.0e-30 

98 

64 

(AB016256) NAD-dependent sorbitol dehydrogenase [Malus 
domestical 



Seq. No- 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297775 

LIB3150-042-Q1-N1-C11 

BLASTX 

g82694 

336 

l.Oe-31 

106 
69 

glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.12) 2 
maize (fragment) >gi_293889 (L13432) 



41783 




glyceraldehyde-3-phosphate dehydrogenase [Zea mays] 

Seq, No. 297776 

Seq. ID LIB3150-042-Q1-N1-C8 

Method BLASTX 

NCBI GI g2459420 

BLAST score 200 

E value 5.0e-16 

Match length 53 

% identity 79 ..-^ ■ 

NCBI Description (AC002332) putative ribosomal protein L17 [Arabidopsis 

thaliana] 



beq. LNO. 


297777 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g3201611 


BLAST score 


145 


E value 


5.0e-09 


Match length 


42 


% identity 


64 


NCBI Description 


{AC00466 


Seq. No. 


297778 


Seq. ID 


LIB3150- 


Method 


BLASTX 


NCBI GI 


gl35411 


BLAST score 


305 


E value 


2.0e-52 


Match length 


106 


% identity 


98 


NCBI Description 


TUBULIN 




chain - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



maize >gi_22148_emb_CAA33733_ 
alpha2-tubulin [Zea mays] 



297779 

LIB3150-042-Q1-N1-E3 

BLASTX 

gl41616 

254 

6.0e-22 

88 

57 

ZEIN-BETA PRECURSOR 
>gi_168662 (M12147) 



{X15704) 



(16 KD) (ZEIN 2) (CLONE 15A3) 
15 kDa zein protein [Zea mays] 



297780 

LIB3150-042-Q1-N1-E4 

BLASTX 

gl00925 

155 

9.0e-ll 

49 

59 

zein, 27K - maize (fragment) >gi_22550_emb_CAA41175_ 
(X58197) 27kDa storage protein, zein [Zea mays] 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297781 

LIB3150-042-Q1-N1-E9 

BLASTX 

gl346109 

254 

4.0e-22 

91 

59 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (GPB-LR) (RWD) >gi_540535_dbj_BAA07404_ (D38231) 
RWD [Oryza sativa] 

297782 

LIB3150-042-Q1-N1-G10 

BLASTX 

g310317 

330 

8.0e-31 

110 

59 

{L19598) beta-tubulin [Oryza sativa] 



297783 

LIB3150-042-Q1-N1-G11 

BLASTX 

g4415992 

182 

l.Oe-24 

99 

65 

(AF059288) beta-tubulin 



2 [Eleusine indica] 



297784 

LIB3150-042-Q1-N1-H9 

BLASTN 

g2773153 

62 

2.0e-26 

90 

92 

Oryza sativa abscisic acid- and stress-inducible protein 
(Asrl) mRNA, complete cds 

297785 

LIB3150-043-Q1-N1-C10 

BLASTX 

gl22070 

388 

9.0e-38 

82 

95 

HISTONE H3 >gi_82483_pir ^A25564 histone H3 - rice 

>gi_169793 {M15664) histone 3 [Oryza sativa] >gi_940018 
(U25664) histone H3 [Oryza sativa] 



Seq. No. 
Seq. ID 



297786 

LIB3150-043-Q1-N1-E10 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2554835 

277 

3.0e-25 

65 

80 

Chain Acetohydroxy Acid Isoxueroreductase Complexed With 
Nadph, Magnesium And Inhibitor Ipoha (N-Hydroxy-N- 
Isopropyioxamate) >gi_2554836_pdb_lYVE_J Chain J, 
Acetohydroxy Acid Isomeroreductase Complexed With Nadph, 
Magnesium And Inhibitor Ipoha (N-Hydroxy-N- 
Isopropyloxamate) >gi_2554837_pdb_lYVE__K Chain K, 
Acetohydroxy Acid Isomeroreductase Complexed With Nadph, 
Magnesium And Inhibitor Ipoha (N-Hydroxy-N- 
Isopropyloxamate) >gi_2554838_pdb_lYVE_L Chain L, 
Acetohydroxy Acid Isomeroreductase Complexed With Nadph, 
Magnesium And Inhibitor Ipoha {N-Hydroxy-N- 
I s opr opy 1 oxama t e ) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297787 

LIB3150-043-Q1-N1-E5 

BLASTX 

gl21472 

225 

l.Oe-18 

104 

44 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir 2MZM19 glutelin 2 precursor (clone pME119) * 

maize >g i_2 22 8 9_emb_CAA2 61 4 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594__ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297788 

LIB3150-043-Ql-Ni-F3 

BLASTX 

g3927831 

281 

5.0e-25 

91 

55 

{AC005727) 
thaliana] 



similar to mouse ankyrin 3 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297789 

LIB3150-043-Q1-N1-G10 

BLASTX 

gl711567 

194 

7.0e-25 

92 

62 

ELONGATION FACTOR 1-ALPHA 2 (EF-l-ALPHA-2 ) (STATIN SI) 

>gi_112321_pir ^A40389 translation elongation factor eEF-1 

alpha chain (clone pSl) - rat >gi_1083500_pir JC2445 

translation elongation factor eEF-1 alpha-like protein SI - 



41786 




mouse >gi_206438 (M62751) statin-related protein [Rattus 
norvegicus] >gi_1220410 (L26479) elongation factor-1 alpha 
[Mus mus cuius] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297790 

LIB3150-043-Q1-N1-G7 

BLASTX 

gl35411 

441 

5.0e-44 

106 

82 

TUBULIN ALPHA-2 CHAIN >gi_82732_pir S15772 tubulin alpha-2 

chain - maize >gi_22148_emb_CAA33733_ (X15704) 
alpha2-tufoulin [Zea mays] 

297791 

LIB3150-044-Q1-N1-B10 

BLASTN 

g2104711 

307 

l.Oe-172 

323 

99 

Zea mays endosperm specific protein mRNA^ 
297792 

LIB3150-044-Q1-N1-B11 
BLASTN 
g2104711 
126 

l.Oe-64 
194 
92 

Zea mays endosperm specific protein mRNA, 
297793 

LIB3150-044-Q1-N1-D11 
BLASTX 
g3163946 
383 

7.0e-40 

81 
91 

(AJ005599) alpha-tubulin 1 



complete cds 



complete cds 



[Eleusine indica] 



297794 

LIB3150-044-Q1-N1-E5 

BLASTX 

gll73218 

196 

l.Oe-21 

81 
71 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 
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Seq. No. 297795 

Seq. ID LIB3150-044-Q1-N1-E7 

Method BLASTN 

NCBI GI gl68484 

BLAST score 212 

E value l,0e-116 

Match length 300 

% identity 93 

NCBI Description Maize endosperm glutelin-2 gene, complete cds 

Seq. No. 297796 

Seq. ID LIB3150-044-Q1-N1-F3 

Method BLASTX 

NCBI GI g606751 

BLAST score 172 

E value 3.0e-12 

Match length 60 

% identity 57 

NCBI Description (L34 934) RNA binding protein [Drosophxla melanogaster j 
297797 

LIB3150-044-Q1-N1-F7 
BLASTX 
gl29916 
164 

l,0e-17 
64 
70 

PHOSPHOGLYCERATE KINASE, CYTOSOLIC >gi_66911_pir TVWTGY 

phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat 
>gi__21835_emb_CAA33302_ (X15232) phosphoglycerate kinase 
(AA 1 - 401) [Triticum aestivum] 

Seq. No. 297798 

Seq. ID LIB3150-045-Q1-N1-B1 

Method BLASTN 

NCBI GI g531057 

BLAST score 41 

E value 8.0e-14 

Match length 85 

% identity 87 

NCBI Description Wheat mRNA for protein H2B-8, complete cds 

Seq. No. 297799 

Seq. ID LIB3150-045-Q1-N1-D2 

Method BLASTX 

NCBI GI gll3621 

BLAST score 150 

E value 3.0e-10 

Match length 45 

% identity 69 

NCBI Description FRUCTOSE-BIS PHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi 68196 pir ^ADZM f ructose-bisphosphate aldolase (EC 

4.172.13)7 cytosolic - maize >gi_168420 {M16220) aldolase 
[Zea mays] >gi_2 95 8 5 0_emb_CAA31 3 66_ (X12872) fructose 
bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cytoplasmic aldolase [Zea mays] 
297800 

LIB3150-045-Q1-N1-D3 

BLASTX 

g3024506 

200 

l.Oe-15 

79 
54 

RAS-RELATED PROTEIN RABllA >gi_623582 
gene product [Nicotiana tabacum] 



(L29271) Nt-Rablla 



Seq. No. 


297801 


Seq. ID 


LIB3150-0 




BLASTN 




a2345153 


Jd1j/\o i score 




Hi va±ue 


6. Oe-11 


Matcn. xengrn 


o o 


% identity 


o u 






Seq. No. 


297802 


Seq. ID 


LIB3150-C 


riei-noo. 






a434325 

y rl -J r± - J ^ «J 


BLAST score 


DU 


E value 




Match length 


1 R9 
1 0 Z 


^ Identity 


0 0 


MPT3 T T^^or^y "1 1^+* n on 

jnoJjI jjesciripi_xuii 




O C ^ • %J . 


297803 


Seq. ID 


LIB3150-( 


Method 


BLASTN 


NCBI GI 


gl68425 


BLAST score 


35 


E value 


l.Oe-10 


Match length 


59 


% identity 


90 


NCBI Description 


Zea mays 


Seq- No. 


297804 


Seq. ID 


LIB3150- 


Method 


BLASTX 


NCBI GI 


gl946355 


BLAST score 


210 


E value 


7.0e-30 


Match length 


122 


% identity 


57 


NCBI Description 


(U93215) 



maize transposon MuDR mudrA protein isolog 
[Arabidopsis thaliana] >gi_2880040 (AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



297805 

LIB3150-046-Q1-N1-A6 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll8104 

188 

l.Oe-14 

37 

97 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi 68408__pir CSZM peptidylprolyl isomerase (EC 5.2.1.8 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 

>gi 829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297806 

LIB3150-04 6-Q1-N1-A9 

BLASTX 

g3845207 

147 

2.0e-09 

75 

45 

{AE001400) asparaginyl-tRNA synthetase 
falciparum] 



(00, TP) [Plasmodium 



297807 

LIB3150-046-Q1-N1-B1 
BLASTX 
gl41616 
215 

2.0e-24 

107 
62 

ZEIN-BETA PRECURSOR (16 KD) (ZEIN 2) (CLONE 15A3) 
>gi_168662 (M12147) 15 kDa zein protein [Zea mays] 

Seq. No. 297808 

Seq. ID LIB3150-046-Q1-N1-B8 

Method ' BLASTX 

NCBI GI g4204309 

BLAST score 255 

E value 6.0e-22 

Match length 94 

% identity 56 

NCBI Description (AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

Seq. No. 297809 

Seq. ID LIB3150-046-Q1-N1-C3 

Method BLASTX 

NCBI GI gll84774 

BLAST score 524 

E value 2.0e-53 

Match length 119 

% identity 88 

NCBI Description (U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match^ length 

% identity 

NCBI Description 



Seq. No. 



297810 
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Seq. ID LIB3150-046-Q1-N1-E6 

Method BLASTX 

NCBI GI g3413165 

BLAST score 193 

E value 2,0e-15 

Match length 74 

% identity 62 , ^ ^ 

NCBI Description (AJ010224) glycer aldehyde 3-phosphate dehydrogenase, 
cytosolic [Cicer arietinum] 

297811 

LIB3150-04 6-Q1-N1-H11 
BLASTN 
g22516 
97 

4.0e-47 
177 
89 

Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 
297812 

LIB3150-046-Q1-N1-H3 
BLASTN 
g4874248 
39 

2.0e-12 
51 

94 ^. , 

Zea mays defender against cell death 1 (dadl) mRNA, partial 

cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297813 

LIB3150-047-Q1-N1-E9 

BLASTX 

g2498077 

154 

2.0e-23 

87 

76 

NUCLEOSIDE DIPHOSPHATE KINASE I (NDK I) (NDP KINASE I) 
(PP18) >gi_1777930 (U55019) nucleoside diphosphate kinase 
[ Sacchar\am~of f icinarum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



297814 

LIB3150-047-Q1-N1-F11 

BLASTX 

gl23620 

174 

6.0e-13 

98 

52 

HEAT SHOCK COGNATE 70 KD PROTEIN 2 >gi_100224_pir S14950 

heat shock cognate protein 70 - tomato 

>gi_19258_emb_CAA37971_ (X54030) heat shock protein cognate 
70 [Lycopersicon esculentiam] 



Seq. No. 



297815 



41791 



